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Supplemental Figure S1. LCA exhibits age-related differential effects on the concentrations of
different classes of mitochondrial membrane phospholipids in chronologically aging wild-type
(WT) yeast. WT cells were cultured in the nutrient-rich YP medium initially containing 0.2% glucose
with 50 uM LCA or without it. Mitochondria were purified from cells recovered on day 2, 4 or 7 of cell
culturing. Extraction of mitochondrial membrane lipids, and mass spectrometric identification and
quantitation of the extracted phospholipid classes were carried out as described in Materials and
methods. The concentrations of phospholipids were calculated as nmoles phospholipid/mg protein. (A)
PS, Pl and PC are phospholipid classes that exhibit the bilayer forming shape of a cylinder; they
decrease the extent of membrane curving for the IMM. (B) PA, PE and CL are phospholipid classes
that have the non-bilayer forming shape of a cone; they increase the extent of membrane curving for
the IMM. Data are presented as means £ SEM (n = 3; *p < 0.05; ns, not significant). Abbreviations:
CL, cardiolipin; PA, phosphatidic acid; PC, phosphatidylcholine; PE, phosphatidylethanolamine; PA,
phosphatidic acid; PI, phosphatidylinositol; PS, phosphatidylserine.
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Supplemental Figure S2. LCA exhibits age-related differential effects on the concentrations of
different classes of mitochondrial membrane phospholipids in chronologically aging upsi4 yeast.
Cells of the upsi4 mutant strain were cultured in the nutrient-rich YP medium initially containing 0.2%
glucose with 50 uM LCA or without it. Mitochondria were purified from cells recovered on day 2, 4 or
7 of cell culturing. Extraction of mitochondrial membrane lipids, and mass spectrometric identification
and guantitation of the extracted phospholipid classes were carried out as described in Materials and
methods. The concentrations of phospholipids were calculated as nmoles phospholipid/mg protein. (A)
PS, Pl and PC are phospholipid classes that exhibit the bilayer forming shape of a cylinder; they
decrease the extent of membrane curving for the IMM. (B) PA, PE and CL are phospholipid classes
that have the non-bilayer forming shape of a cone; they increase the extent of membrane curving for
the IMM. Data are presented as means £ SEM (n = 3; *p < 0.05; ns, not significant). Abbreviations:
CL, cardiolipin; PA, phosphatidic acid; PC, phosphatidylcholine; PE, phosphatidylethanolamine; PA,
phosphatidic acid; PI, phosphatidylinositol; PS, phosphatidylserine.
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Supplemental Figure S3. LCA exhibits age-related differential effects on the concentrations of
different classes of mitochondrial membrane phospholipids in chronologically aging ups24 yeast.
Cells of the ups24 mutant strain were cultured in the nutrient-rich YP medium initially containing 0.2%
glucose with 50 uM LCA or without it. Mitochondria were purified from cells recovered on day 2, 4 or
7 of cell culturing. Extraction of mitochondrial membrane lipids, and mass spectrometric identification
and guantitation of the extracted phospholipid classes were carried out as described in Materials and
methods. The concentrations of phospholipids were calculated as nmoles phospholipid/mg protein. (A)
PS, Pl and PC are phospholipid classes that exhibit the bilayer forming shape of a cylinder; they
decrease the extent of membrane curving for the IMM. (B) PA, PE and CL are phospholipid classes
that have the non-bilayer forming shape of a cone; they increase the extent of membrane curving for
the IMM. Data are presented as means £ SEM (n = 3; *p < 0.05; ns, not significant). Abbreviations:
CL, cardiolipin; PA, phosphatidic acid; PC, phosphatidylcholine; PE, phosphatidylethanolamine; PA,
phosphatidic acid; PI, phosphatidylinositol; PS, phosphatidylserine.
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Supplemental Figure S4. LCA exhibits age-related differential effects on the concentrations of
different classes of mitochondrial membrane phospholipids in chronologically aging psd14 yeast.
Cells of the psd14 mutant strain were cultured in the nutrient-rich YP medium initially containing 0.2%
glucose with 50 uM LCA or without it. Mitochondria were purified from cells recovered on day 2, 4 or
7 of cell culturing. Extraction of mitochondrial membrane lipids, and mass spectrometric identification
and guantitation of the extracted phospholipid classes were carried out as described in Materials and
methods. The concentrations of phospholipids were calculated as nmoles phospholipid/mg protein. (A)
PS, Pl and PC are phospholipid classes that exhibit the bilayer forming shape of a cylinder; they
decrease the extent of membrane curving for the IMM. (B) PA, PE and CL are phospholipid classes
that have the non-bilayer forming shape of a cone; they increase the extent of membrane curving for
the IMM. Data are presented as means £ SEM (n = 3; *p < 0.05; ns, not significant). Abbreviations:
CL, cardiolipin; PA, phosphatidic acid; PC, phosphatidylcholine; PE, phosphatidylethanolamine; PA,
phosphatidic acid; PI, phosphatidylinositol; PS, phosphatidylserine.
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Supplemental Figure S5. Scatter plots comparing the relative concentrations of proteins in
mitochondria purified from WT or upsi4 (short-lived) cells cultured with or without LCA.
Mitochondria were purified from WT or upsiA cells recovered on day 2, 4 or 7 of cell culturing. Mass
spectrometry-based identification and quantitation of proteins recovered in purified mitochondria were
performed as described in Materials and methods. Scatter plots comparing the relative abundance of
mitochondrial proteins between specified datasets were plotted on a log-log scale spanning six orders
of magnitude. Data on the relative abundance of mitochondrial proteins are presented as means of 2
independent experiments.
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Supplemental Figure S6. The upsIA4 mutation alters the concentrations of many mitochondrial
proteins in yeast cultured with or without LCA. (A — F) Venn diagrams showing a comparison of
the datasets of relative concentrations of mitochondrial proteins that are statistically significantly
downregulated or upregulated by LCA in WT, by the upsi4 mutation in the absence of LCA, and by
LCA in upsiA cells; WT cells were recovered on day 2, 4 or 7 of culturing. (G and J) Venn diagrams
showing a comparison of the datasets of relative concentrations of mitochondrial proteins that are
statistically significantly downregulated or upregulated by LCA in WT cells recovered on day 2, 4 or 7
of culturing. (H and K) Venn diagrams showing a comparison of the datasets of relative concentrations
of mitochondrial proteins that are statistically significantly downregulated or upregulated by the upsi4
mutation in the absence of LCA; upsi4 cells were recovered on day 2, 4 or 7 of culturing. (I and L)
Venn diagrams showing a comparison of the datasets of relative concentrations of mitochondrial
proteins that are statistically significantly downregulated or upregulated by LCA in upsiA cells
recovered on day 2, 4 or 7 of culturing.
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Supplemental Figure S7. Scatter plots comparing the relative concentrations of proteins in
mitochondria purified from WT or ups24 (long-lived) cells cultured with or without LCA.
Mitochondria were purified from WT or ups24 cells recovered on day 2, 4 or 7 of cell culturing. Mass
spectrometry-based identification and quantitation of proteins recovered in purified mitochondria were
performed as described in Materials and methods. Scatter plots comparing the relative abundance of
mitochondrial proteins between specified datasets were plotted on a log-log scale spanning six orders
of magnitude. Data on the relative abundance of mitochondrial proteins are presented as means of 2
independent experiments.
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Supplemental Figure S8. The ups24 mutation alters the concentrations of many mitochondrial
proteins in yeast cultured with or without LCA. (A — F) Venn diagrams showing a comparison of
the datasets of relative concentrations of mitochondrial proteins that are statistically significantly
downregulated or upregulated by LCA in WT, by the ups24 mutation in the absence of LCA, and by
LCA in ups24 cells; WT cells were recovered on day 2, 4 or 7 of culturing. (G and J) Venn diagrams
showing a comparison of the datasets of relative concentrations of mitochondrial proteins that are
statistically significantly downregulated or upregulated by LCA in WT cells recovered on day 2, 4 or 7
of culturing. (H and K) Venn diagrams showing a comparison of the datasets of relative concentrations
of mitochondrial proteins that are statistically significantly downregulated or upregulated by the ups24
mutation in the absence of LCA; ups24 cells were recovered on day 2, 4 or 7 of culturing. (I and L)
Venn diagrams showing a comparison of the datasets of relative concentrations of mitochondrial
proteins that are statistically significantly downregulated or upregulated by LCA in ups24 cells
recovered on day 2, 4 or 7 of culturing.



Supplemental Table S1. The relative concentrations of proteins in mitochondria purified from
WT cells cultured with or without LCA. Mitochondria were purified from WT cells recovered on
day 2 of cell culturing with or without LCA. Mass spectrometry-based identification and quantitation

of proteins recovered in purified mitochondria were performed as described in Materials and methods.
The exponentially modified protein abundance index (emPAl) provided by the "Proteome Discoverer”
software was used to calculate the relative abundance of mitochondrial proteins between specified
datasets. Data on the relative concentrations of mitochondrial proteins are presented as means of 2

independent experiments.

Accession Description Entrez Gene ID Biological Process Cellular Component Molecular Function emPAl emPAl Rati
Gene WT WT + o
ID LCA WT
+
LCA
JWT
P01097 ATPase inhibitor, 851347 INH1; metabolic mitochondrion catalytic 2.162 0.468 0.22
mitochondrial YDL181W process;regulation of activity;enzyme
[0S=Saccharomyces biological process regulator
cerevisiae 5288c] activity;protein
binding
P00420 Cytochrome c oxidase 854627 COX3; metabolic membrane;mitochondrion catalytic 3.642 1.154 0.32
subunit 3 Q0275 process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae $288c]
P47084 MIOREX complex component 853459 MRX12; mitochondrion 0.403 0.145 0.36
12 [0S=Saccharomyces YJRO03C
cerevisiae $288c]
P39726 Glycine cleavage system H 851254 GCV3; metabolic process mitochondrion catalytic activity 9 3.642 0.40
protein, mitochondrial YALO44C
[OS=Saccharomyces
cerevisiae $288c]
P07255 Cytochrome c oxidase 851492 COX9; metabolic membrane;mitochondrion catalytic 9 3.642 0.40
subunit 7A YDLO67C process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae $288c]
Q04401 Succinate dehydrogenase 852123 ACN9; cell organization and mitochondrion;organelle lumen 0.931 0.389 0.42
assembly factor 3, SDH7; biogenesis;regulation
mitochondrial YDR511 of biological process
[OS=Saccharomyces w
cerevisiae $288c]
P49954 probable hydrolase NIT3 851065 NIT3; metabolic process cytoplasm;mitochondrion catalytic activity 0.624 0.274 0.44
[0S=Saccharomyces YLR351C
cerevisiae S288c]
P23180 Probable oxidoreductase 856365 AIM17; cell organization and mitochondrion catalytic 9 4.012 0.45
AIM17 [0S=Saccharomyces YHL021C biogenesis;metabolic activity;metal ion
cerevisiae $288c] process binding
P10507 mitochondrial-processing 850860 MAS1; metabolic mitochondrion;organelle lumen catalytic 2.481 1.154 0.47
peptidase subunit beta YLR163C process;transport activity;metal ion
[OS=Saccharomyces binding;protein
cerevisiae $288c] binding
P38884 Altered inheritance of 856605 AIM18; mitochondrion catalytic activity 0.311 0.145 0.47
mitochondria protein 18, YHR198C
mitochondrial
[0S=Saccharomyces
cerevisiae 5288c]
Q03028 Mitochondrial 2- 855969 0oDC1; metabolic membrane;mitochondrion structural molecule 7.799 3.642 0.47
oxodicarboxylate carrier 1 YPL134C process;transport activity;transporter
[0S=Saccharomyces activity
cerevisiae 5288c]
P00445 Superoxide dismutase [Cu- 853568 SoD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.848 0.874 0.47
Zn] [OS=Saccharomyces YJR104C biogenesis;cellular activity;catalytic
cerevisiae $288c] homeostasis;metabolic activity;metal ion
process;regulation of binding;protein
biological binding
process;response to
stimulus
Q06005 Octanoyltransferase, 850940 LIP2; metabolic process cytoplasm;mitochondrion catalytic activity 0.245 0.116 0.47
mitochondrial YLR239C
[OS=Saccharomyces
cerevisiae 5288c]
P32799 Cytochrome c oxidase 852684 COX13; cell organization and membrane;mitochondrion catalytic 18.953 9 0.47
subunit 6A, mitochondrial YGL191W biogenesis;metabolic activity;enzyme
[0S=Saccharomyces process;regulation of regulator
cerevisiae $288c] biological activity;transporter
process;transport activity
P38860 GTPase MTG2, mitochondrial 856573 MTG2; metabolic membrane;mitochondrion catalytic 0.145 0.07 0.48
[0S=Saccharomyces YHR168 process;transport activity;metal ion
cerevisiae 5288c] w binding;nucleotide
binding;transporter
activity
P40008 Protein FMP52, 856721 FMP52; endoplasmic reticulum;membrane;mitochondrion catalytic activity 2.162 1.054 0.49
mitochondrial YEROO4W
[0S=Saccharomyces




cerevisiae 5288c]

P38172 MIOREX complex component 852181 YBLO9SW membrane;mitochondrion 0.968 0.501 0.52
3 [OS=Saccharomyces ; MRX3;
cerevisiae $288c] YBLO95W
P04803 Tryptophan--tRNA ligase, 851861 MSW1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.896 0.468 0.52
mitochondrial YDR268 activity;nucleotide
[0S=Saccharomyces W binding
cerevisiae $288c]
Q04013 Citrate/oxoglutarate carrier 855282 YHM2; cell organization and membrane;mitochondrion DNA 3.467 1.818 0.52
protein [0S=Saccharomyces YMR241 biogenesis;metabolic binding;structural
cerevisiae 5288c] W process;transport molecule
activity;transporter
activity
P28625 Protein YIM1 855183 YIM1; metabolic cytoplasm;endoplasmic reticulum;mitochondrion catalytic 0.833 0.438 0.53
[0S=Saccharomyces YMR152 process;response to activity;metal ion
cerevisiae 5288c] W stimulus binding
P00044 Cytochrome c iso-1 853507 CYC1; metabolic mitochondrion metal ion 12.335 6.499 0.53
[0S=Saccharomyces YJRO48W process;transport binding;protein
cerevisiae $288c] binding
P40364 Mitochondrial peculiar 853379 MPM1; membrane;mitochondrion 3.642 1.929 0.53
membrane protein 1 YJLO66C
[0S=Saccharomyces
cerevisiae S288c]
P00447 Superoxide dismutase [Mn], 856399 SoD2; metabolic mitochondrion;organelle lumen antioxidant 9 4.878 0.54
mitochondrial YHR0O08C process;response to activity;catalytic
[OS=Saccharomyces stimulus activity;metal ion
cerevisiae 5288c] binding
Q03557 Glutamyl-tRNA(GIn) 855338 HER2; cell organization and mitochondrion catalytic 0.468 0.259 0.55
amidotransferase subunit A, YMR293C biogenesis;metabolic activity;nucleotide
mitochondrial process binding
[0S=Saccharomyces
cerevisiae $288c]
P08525 Cytochrome b-c1 complex 853273 QCRS; metabolic membrane;mitochondrion catalytic 5.31 2.981 0.56
subunit 8 YIL166W process;transport activity;transporter
[0S=Saccharomyces activity
cerevisiae S288c]
P19955 37S ribosomal protein YMR- 850610 YMR31; cell organization and mitochondrion;ribosome catalytic 15.681 9 0.57
31, mitochondrial YFRO49W biogenesis;metabolic activity;protein
[OS=Saccharomyces process binding;structural
cerevisiae 5288c] molecule activity
Q12466 tricalbin-1 854253 TCB1; cell organization and endoplasmic reticulum;membrane;mitochondrion metal ion 0.191 0.11 0.58
[0S=Saccharomyces YOR086C biogenesis;regulation binding;protein
cerevisiae S288c] of biological process binding
P33303 Succinate/fumarate 853558 SFC1; metabolic membrane;mitochondrion structural molecule 17.957 10.365 0.58
mitochondrial transporter YJRO95W process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae S288c]
P36516 54S ribosomal protein L3, 855039 MRPL3; cell organization and mitochondrion;nucleus;ribosome catalytic activity;RNA 1.043 0.61 0.58
mitochondrial YMRO024 biogenesis;metabolic binding;structural
[OS=Saccharomyces W process;response to molecule activity
cerevisiae $288c] stimulus
P00359 Glyceraldehyde-3-phosphate 853106 TDH3; cell death;metabolic cytoplasm;cytosol;membrane;mitochondrion;nucleus catalytic 3.962 2.325 0.59
dehydrogenase 3 YGR192C process activity;nucleotide
[OS=Saccharomyces binding;RNA binding
cerevisiae $288c]
P32907 Ammonia transport outward 855736 ATO2; transport membrane;mitochondrion;vacuole transporter activity 0.874 0.52 0.59
protein 2 [0S=Saccharomyces YNR002C
cerevisiae S288c]
POCX55 40S ribosomal protein S18-A 854982 RPS18B; metabolic cytoplasm;cytosol;mitochondrion;ribosome RNA 0.874 0.52 0.59
[OS=Saccharomyces ; RPS18A; process;transport binding;structural
cerevisiae 5288c] 852061 YMLO26C molecule activity
YDR450
W
P25348 54S ribosomal protein L32, 850359 MRPL32; cell organization and membrane;mitochondrion;ribosome RNA 0.638 0.389 0.61
mitochondrial YCROO3W biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae 5288c]
P53721 Respiratory supercomplex 855752 RCF2; cell organization and membrane;mitochondrion 7.111 4.337 0.61
factor 2, mitochondrial YNRO18 biogenesis
[0S=Saccharomyces w
cerevisiae 5288c]
Q06630 Mitochondrial homologous 851890 MHR1; cell organization and mitochondrion;nucleus catalytic activity;DNA 0.585 0.359 0.61
recombination protein 1 YDR296 biogenesis;metabolic binding;structural
[0S=Saccharomyces w process;regulation of molecule activity
cerevisiae 5288c] biological
process;response to
stimulus
Q12375 mitochondrial ornithine 854297 ORT1; metabolic membrane;mitochondrion structural molecule 0.54 0.334 0.62
transporter 1 YOR130C process;transport activity;transporter
[0S=Saccharomyces activity
cerevisiae $288c]
P53081 NGG1-interacting factor 3 852651 NIF3; cytoplasm;mitochondrion 0.501 0.311 0.62
[OS=Saccharomyces YGL221C
cerevisiae 5288c]
P36139 protein PET10 853920 PET10; metabolic process membrane 0.413 0.259 0.63
[0S=Saccharomyces YKRO46C
cerevisiae $288c]
P00830 ATP synthase subunit beta, 853585 ATP2; metabolic cytosol;membrane;mitochondrion catalytic 99 62.096 0.63

10




mitochondrial YJR121W process;transport activity;nucleotide
[0S=Saccharomyces binding;protein
cerevisiae $288c] binding;transporter
activity
P50088 Stationary phase gene 1 853151 SPG1; endoplasmic reticulum;membrane;mitochondrion 250.18 157.48 0.63
protein [0S=Saccharomyces YGR236C 9 9
cerevisiae $288c]
P37292 Serine 852565 SHM1; metabolic process mitochondrion catalytic activity 12.219 7.697 0.63
hydroxymethyltransferase, YBR263W
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]
Qo1163 375 ribosomal protein 523, 852748 RSM23; cell organization and mitochondrion;ribosome catalytic 2.695 1.707 0.63
mitochondrial YGL129C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process binding;RNA
cerevisiae $288c] binding;structural
molecule activity
P04806 Hexokinase-1 850614 HXK1; cellular cytoplasm;cytosol;mitochondrion catalytic 0.269 0.172 0.64
[0S=Saccharomyces YFRO53C homeostasis;metabolic activity;nucleotide
cerevisiae $288c] process;transport binding
P40051 Intermediate cleaving 856811 ICP55; metabolic membrane;mitochondrion;nucleus catalytic 0.25 0.16 0.64
peptidase 55 YERO78C process;regulation of activity;metal ion
[OS=Saccharomyces biological process binding
cerevisiae 5288c]
P47158 Putative transferase CAF17, 853586 IBAS7; cell organization and mitochondrion;organelle lumen catalytic activity 0.241 0.155 0.64
mitochondrial YJR122W biogenesis;metabolic
[OS=Saccharomyces process
cerevisiae $288c]
P38714 Arginine--tRNA ligase, 856491 MSR1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.174 0.113 0.65
mitochondrial YHR091C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces process binding
cerevisiae $288c]
Q96VH5 MICOS complex subunit 850300 MOS1; cell organization and membrane;mitochondrion 4.179 2.728 0.65
Mic10 [OS=Saccharomyces MIC10; biogenesis
cerevisiae $S288c] YCLO57C-
A
Q00711 Succinate dehydrogenase 853709 SDH1; metabolic membrane;mitochondrion catalytic 18.619 12.242 0.66
[ubiquinone] flavoprotein YKL148C process;transport activity;nucleotide
subunit, mitochondrial binding;protein
[OS=Saccharomyces binding
cerevisiae $288c]
P00431 cytochrome c peroxidase, 853940 CCP1; metabolic mitochondrion;organelle lumen antioxidant 2.162 1.424 0.66
mitochondrial YKRO66C process;response to activity;catalytic
[OS=Saccharomyces stimulus activity;metal ion
cerevisiae $288c] binding;protein
binding
P40961 prohibitin-1 853033 PHB1; cell organization and membrane;mitochondrion protein binding 9 5.952 0.66
[OS=Saccharomyces YGR132C biogenesis;metabolic
cerevisiae $288c] process;regulation of
biological process
P39926 Protein SS02 855221 SS02; cell organization and cytoplasm;endoplasmic reticulum;membrane protein binding 3.642 2.415 0.66
[OS=Saccharomyces YMR183C biogenesis;transport
cerevisiae $288c]
P38072 Protein SCO2, mitochondrial 852312 SCO2; cell organization and membrane;mitochondrion antioxidant 1.404 0.931 0.66
[OS=Saccharomyces YBRO24W biogenesis;cellular activity;catalytic
cerevisiae 5288c] homeostasis;metabolic activity;metal ion
process;transport binding
P04710 ADP,ATP carrier protein 1 855078 AAC1; metabolic cytosol;membrane;mitochondrion structural molecule 10.288 6.848 0.67
[OS=Saccharomyces YMRO056C process;transport activity;transporter
cerevisiae $288c] activity
P17695 Glutaredoxin-2, 852124 GRX2; cellular cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.31 0.874 0.67
mitochondrial YDR513 homeostasis;metabolic activity;catalytic
[0S=Saccharomyces w process;regulation of activity
cerevisiae 5288c] biological
process;response to
stimulus;transport
P14832 peptidyl-prolyl cis-trans 851733 CPR1; cell differentiation;cell cytoplasm;mitochondrion;nucleus catalytic activity;RNA 1.31 0.874 0.67
isomerase YDR155C organization and binding
[0S=Saccharomyces biogenesis;metabolic
cerevisiae $288c] process;regulation of
biological
process;transport
P23641 mitochondrial phosphate 853540 MIR1; metabolic membrane;mitochondrion protein 26.826 17.957 0.67
carrier protein YJRO77C process;transport binding;structural
[0S=Saccharomyces molecule
cerevisiae $288c] activity;transporter
activity
P25642 54S ribosomal protein IMG2, 850434 IMG2; cell organization and mitochondrion;ribosome structural molecule 1.154 0.778 0.67
mitochondrial YCRO71C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae 5288c]
P36151 Uncharacterized protein 853944 YKRO70W metabolic process mitochondrion 1.976 1.336 0.68
YKRO70W ;
[0S=Saccharomyces YKRO70W
cerevisiae $288c]
Q04487 Mitochondrial inner 855145 SHH3; metabolic process membrane;mitochondrion catalytic 1.031 0.701 0.68
membrane protein SHH3 YMR118C activity;metal ion
[0S=Saccharomyces binding
cerevisiae $288c]
Q12428 Probable 2-methylcitrate 856108 PDH1; metabolic process cytoplasm;membrane;mitochondrion catalytic activity 19.535 13.33 0.68
dehydratase YPROO2W
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[0S=Saccharomyces
cerevisiae $288c]

P10823 Guanine nucleotide-binding 856741 GPA2; cell differentiation;cell cytosol;membrane;mitochondrion catalytic 0.978 0.668 0.68
protein alpha-2 subunit YERO20W growth;cell activity;metal ion
[0S=Saccharomyces organization and binding;nucleotide
cerevisiae 5288c] biogenesis;cellular binding;protein
homeostasis;regulation binding;signal
of biological transducer activity
process;response to
stimulus
P07143 Cytochrome c1, heme 854231 CYTL; metabolic cytosol;membrane;mitochondrion metal ion binding 19.309 13.251 0.69
protein, mitochondrial YOR065 process;transport
[0S=Saccharomyces w
cerevisiae $288c]
P36517 54S ribosomal protein L4, 851160 MRPL4; cell organization and mitochondrion;ribosome structural molecule 1.565 1.081 0.69
mitochondrial YLR439W biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae $288c]
P38523 GrpE protein homolog, 854407 MGEL; metabolic membrane;mitochondrion;organelle lumen enzyme regulator 2.36 1.637 0.69
mitochondrial YOR232 process;regulation of activity;nucleotide
[0S=Saccharomyces W biological binding;protein
cerevisiae S288c] process;transport binding
P32316 acetyl-CoA hydrolase 852266 ACH1; metabolic process cytoplasm;cytosol;mitochondrion catalytic activity 29.539 20.544 0.70
[OS=Saccharomyces YBLO15W
cerevisiae $288c]
P36017 Vacuolar protein sorting- 854256 VPS21; cell organization and cytosol;endosome;membrane;mitochondrion catalytic 0.719 0.501 0.70
associated protein 21 YOR089C biogenesis;regulation activity;nucleotide
[0S=Saccharomyces of biological binding
cerevisiae $S288c] process;response to
stimulus;transport
P32860 NifU-like protein, 853826 NFUZ1; cell organization and mitochondrion;organelle lumen metal ion binding 5.494 3.87 0.70
mitochondrial YKLO40C biogenesis;cellular
[OS=Saccharomyces homeostasis;metabolic
cerevisiae 5288c] process
P38122 3-methyl-2-oxobutanoate 852474 ECM31; metabolic process mitochondrion catalytic activity 0.585 0.413 0.71
hydroxymethyltransferase YBR176W
[OS=Saccharomyces
cerevisiae $288c]
P00425 Cytochrome c oxidase 854695 COX5B; metabolic membrane;mitochondrion catalytic 1.848 1.31 0.71
polypeptide 5B, YIL111W process;transport activity;transporter
mitochondrial activity
[OS=Saccharomyces
cerevisiae 5288c]
P06168 ketol-acid reductoisomerase, 851069 ILV5; cell organization and mitochondrion catalytic activity;DNA 28.126 19.962 0.71
mitochondrial YLR355C biogenesis;metabolic binding;metal ion
[OS=Saccharomyces process binding
cerevisiae $288c]
P00358 glyceraldehyde-3-phosphate 853465 TDH2; cell death;metabolic cytoplasm;cytosol;membrane;mitochondrion;nucleus catalytic 1.721 1.228 0.71
dehydrogenase 2 YJRO09C process activity;nucleotide
[OS=Saccharomyces binding;protein
cerevisiae $288c] binding
P32340 Rotenone-insensitive NADH- 854919 NDI1; metabolic membrane;mitochondrion;organelle lumen catalytic 22.95 16.433 0.72
ubiquinone oxidoreductase, YML120C process;regulation of activity;nucleotide
mitochondrial biological process binding
[OS=Saccharomyces
cerevisiae $288c]
P09950 5-aminolevulinate synthase, 851818 HEM1; metabolic process mitochondrion;organelle lumen catalytic activity 0.389 0.28 0.72
mitochondrial YDR232
[OS=Saccharomyces w
cerevisiae $288c]
P81449 ATP synthase subunit e, 851922 TIM11; cell organization and membrane;mitochondrion catalytic 9 6.499 0.72
mitochondrial YDR322C biogenesis;metabolic activity;structural
[OS=Saccharomyces -A process;transport molecule
cerevisiae 5288c] activity;transporter
activity
P08425 phenylalanine--tRNA ligase, 856160 MSF1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.346 0.25 0.72
mitochondrial YPRO47W activity;metal ion
[0S=Saccharomyces binding;nucleotide
cerevisiae 5288c] binding;RNA binding
P19882 heat shock protein 60, 850963 HSP60; cell organization and cytoplasm;cytosol;membrane;mitochondrion;organelle catalytic activity;DNA 23.816 17.33 0.73
mitochondrial YLR259C biogenesis;metabolic lumen binding;nucleotide
[0S=Saccharomyces process;regulation of binding;protein
cerevisiae $288c] biological binding
process;transport
P18239 ADP,ATP carrier protein 2 852250 PETY; cell death;metabolic membrane;mitochondrion structural molecule 135.88 99 0.73
[0S=Saccharomyces YBLO30C process;transport activity;transporter 7
cerevisiae 5288c] activity
Q04438 Stationary phase protein 4 855134 SPG4; 4.995 3.642 0.73
[0S=Saccharomyces YMR107
cerevisiae S288c] W
P32317 Protein AFG1 856658 AFG1; cell organization and membrane;mitochondrion catalytic 1.154 0.848 0.73
[0S=Saccharomyces YELO52W biogenesis;metabolic activity;nucleotide
cerevisiae $288c] process;response to binding
stimulus;transport
Q06892 NADH kinase POSS, 855913 POSS5; metabolic mitochondrion;organelle lumen catalytic 2.511 1.848 0.74
mitochondrial YPL188W process;response to activity;nucleotide
[OS=Saccharomyces stimulus binding
cerevisiae 5288c]
P32445 Single-stranded DNA-binding 850395 RIM1; cell organization and mitochondrion DNA binding 6.743 4.995 0.74
protein RIM1, mitochondrial YCR028C- biogenesis;metabolic
[0S=Saccharomyces A process;regulation of
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cerevisiae 5288c]

biological process

Q01217 Protein ARGS5,6, 856800 ARGS5,6; metabolic cytoplasm;mitochondrion;organelle lumen catalytic 0.458 0.341 0.74
mitochondrial YERO69W process;regulation of activity;nucleotide
[0S=Saccharomyces biological process binding;protein
cerevisiae 5288c] binding

P00401 Cytochrome c oxidase 854598 COX1; metabolic membrane;mitochondrion catalytic 2.162 1.61 0.74
subunit 1 Q0045 process;transport activity;metal ion
[0S=Saccharomyces binding;transporter
cerevisiae 5288c] activity

P43617 Uncharacterized 850606 YFRO45W metabolic membrane;mitochondrion structural molecule 0.778 0.585 0.75
mitochondrial carrier ; process;transport activity;transporter
YFRO45W YFRO45W activity
[0S=Saccharomyces
cerevisiae $288c]

P32898 Mitochondrial presequence 852041 CYM1; metabolic process mitochondrion catalytic 2.162 1.626 0.75
protease [0S=Saccharomyces YDR430C activity;metal ion
cerevisiae $288c] binding

P21801 Succinate dehydrogenase 850685 SDH2; metabolic membrane;mitochondrion catalytic 32.839 24.809 0.76
[ubiquinone] iron-sulfur YLLO41C process;transport activity;metal ion
subunit, mitochondrial binding
[OS=Saccharomyces
cerevisiae $288c]

P15179 Aspartate--tRNA ligase, 856000 MSD1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.708 0.535 0.76
mitochondrial YPL104W activity;nucleotide
[OS=Saccharomyces binding
cerevisiae S288c]

Q12031 Mitochondrial 2- 856114 ICL2; metabolic process mitochondrion;organelle lumen catalytic activity 7.859 5.952 0.76
methylisocitrate lyase YPROO6C
[0S=Saccharomyces
cerevisiae $288c]

P40047 Aldehyde dehydrogenase 5, 856804 ALD5; metabolic process mitochondrion;organelle lumen catalytic activity 3.146 2.384 0.76
mitochondrial YERO73W
[0S=Saccharomyces
cerevisiae S288c]

P40341 Mitochondrial respiratory 855114 YTA12; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.795 1.371 0.76
chain complexes assembly YMRO089C biogenesis;metabolic activity;metal ion
protein YTA12 process;response to binding;nucleotide
[OS=Saccharomyces stimulus;transport binding;protein
cerevisiae 5288c] binding

P25605 Acetolactate synthase small 850348 ILV6; metabolic mitochondrion catalytic 11.743 9 0.77
subunit, mitochondrial YCLO09C process;regulation of activity;enzyme
[0S=Saccharomyces biological process regulator activity
cerevisiae S288c]

P40185 Protein mmf1, mitochondrial 854760 MMF1; cell organization and mitochondrion;organelle lumen 9 6.943 0.77
[OS=Saccharomyces YILO51C biogenesis;metabolic
cerevisiae $288c] process

P36060 NADH-cytochrome b5 853707 MCR1; metabolic membrane;mitochondrion catalytic 19.691 15.238 0.77
reductase 2 YKL150W process;response to activity;protein
[OS=Saccharomyces stimulus binding
cerevisiae $288c]

P37293 N-terminal acetyltransferase 853050 NAT2; metabolic process cytoplasm;mitochondrion catalytic activity 0.931 0.73 0.78
2 [0S=Saccharomyces YGR147C
cerevisiae $288c]

Q07651 SUR7 family protein FMP45 851304 FMP45; cell differentiation;cell membrane;mitochondrion 3.125 2.455 0.79
[OS=Saccharomyces YDL222C organization and
cerevisiae S288c] biogenesis

P38797 Protein phosphatase 2C 856475 PTC7; metabolic process mitochondrion catalytic 0.874 0.688 0.79
homolog 7, mitochondrial YHRO76 activity;metal ion
[0S=Saccharomyces W binding;protein
cerevisiae S288c] binding

P00360 glyceraldehyde-3-phosphate 853395 TDH1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 0.823 0.65 0.79
dehydrogenase 1 YJLO52W activity;nucleotide
[0S=Saccharomyces binding
cerevisiae 5288c]

P53312 Succinyl-CoA ligase [ADP- 853159 LSC2; metabolic process mitochondrion catalytic 20.017 15.819 0.79
forming] subunit beta, YGR244C activity;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]

P07253 cytochrome B pre-mRNA- 852417 CBP6; cell organization and mitochondrion;ribosome 2.728 2.162 0.79
processing protein 6 YBR120C biogenesis;metabolic
[0S=Saccharomyces process;regulation of
cerevisiae 5288c] biological process

P00175 Cytochrome b2, 854950 CYB2; metabolic cytosol;membrane;mitochondrion;nucleus catalytic 1.113 0.884 0.79
mitochondrial YMLO54C process;transport activity;metal ion
[0S=Saccharomyces binding;nucleotide
cerevisiae S288c] binding

P25646 [Pyruvate dehydrogenase 850441 PTC6; cell mitochondrion;organelle lumen catalytic activity 0.61 0.487 0.80
[acetyl-transferring]]- YCRO79W communication;metab
phosphatase 2, mitochondrial olic process;regulation
[0S=Saccharomyces of biological
cerevisiae $288c] process;response to

stimulus

P00560 Phosphoglycerate kinase 850370 PGK1; metabolic process cytoplasm;membrane;mitochondrion catalytic 2.415 1.929 0.80
[0S=Saccharomyces YCRO12W activity;nucleotide
cerevisiae 5288c] binding

P38891 Branched-chain-amino-acid 856615 BAT1; metabolic mitochondrion;organelle lumen catalytic activity 15.876 12.689 0.80
aminotransferase, YHR208 process;regulation of
mitochondrial W biological

[0S=Saccharomyces

process;response to
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cerevisiae 5288c] stimulus
P47052 succinate dehydrogenase 853405 YJLO45W; metabolic membrane;mitochondrion catalytic 5.884 4.712 0.80
[ubiquinone] flavoprotein YJLO45W process;transport activity;nucleotide
subunit 2, mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]
P32891 D-lactate dehydrogenase 851380 DLD1; metabolic membrane;mitochondrion catalytic 13.03 10.45 0.80
[cytochrome] 1, YDL174C process;transport activity;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]
P53736 Uncharacterized protein 855776 YNRO40 mitochondrion 1.154 0.931 0.81
YNRO4OW w;
[0S=Saccharomyces YNRO40
cerevisiae $288c] W
P36059 ATP-dependent (S)-NAD(P)H- 853706 YKL151C; metabolic process cytoplasm catalytic 1.081 0.874 0.81
hydrate dehydratase YKL151C activity;nucleotide
[0S=Saccharomyces binding
cerevisiae $288c]
P23833 Protein SCO1, mitochondrial 852325 SCo1; cell organization and membrane;mitochondrion antioxidant 1.783 1.448 0.81
[OS=Saccharomyces YBRO37C biogenesis;cellular activity;catalytic
cerevisiae 5288c] homeostasis;response activity;metal ion
to stimulus;transport binding
P33416 Heat shock protein 78, 851845 HSP78; cell organization and mitochondrion;organelle lumen catalytic 12.525 10.199 0.81
mitochondrial YDR258C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces process;regulation of binding;protein
cerevisiae 5288c] biological binding
process;response to
stimulus
P43635 Citrate synthase 3, 856107 CIT3; metabolic process mitochondrion catalytic activity 6.11 4.995 0.82
mitochondrial YPROO1W
[OS=Saccharomyces
cerevisiae $288c]
P12686 37S ribosomal protein 852975 MRP13; cell organization and mitochondrion;ribosome structural molecule 1.512 1.239 0.82
MRP13, mitochondrial YGR084C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae $288c]
P07251 ATP synthase subunit alpha, 852177 ATP1; metabolic cytosol;membrane;mitochondrion catalytic 34.938 28.663 0.82
mitochondrial YBLO99W process;transport activity;nucleotide
[0S=Saccharomyces binding;transporter
cerevisiae S288c] activity
P53219 Abhydrolase domain- 852919 IMO32; metabolic mitochondrion catalytic activity 1.404 1.154 0.82
containing protein IMO32 YGRO31 process;transport
[0S=Saccharomyces W
cerevisiae S288c]
P00924 Enolase 1 853169 ENO1; metabolic cytoplasm;cytosol;membrane;mitochondrion;vacuole catalytic 0.711 0.585 0.82
[OS=Saccharomyces YGR254 process;regulation of activity;metal ion
cerevisiae 5288c] W biological process binding;protein
binding
P08539 Guanine nucleotide-binding 856394 GPA1; cell organization and cytosol;endosome;membrane catalytic 0.682 0.562 0.82
protein alpha-1 subunit YHROO5C biogenesis;cellular activity;metal ion
[0S=Saccharomyces component binding;nucleotide
cerevisiae $288c] movement;regulation binding;protein
of biological binding;signal
process;response to transducer activity
stimulus;transport
P32902 37S ribosomal protein MRP4, 856384 MRP4; cell organization and mitochondrion;ribosome structural molecule 1.154 0.957 0.83
mitochondrial YHLO04W biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae 5288c]
P18496 Mitochondrial ATPase 851109 ATP10; cell organization and cytoplasm;membrane;mitochondrion protein binding 1.818 1.512 0.83
complex subunit ATP10 YLR393W biogenesis
[0S=Saccharomyces
cerevisiae $288c]
P21560 Protein CBP3, mitochondrial 855886 CBP3; cell organization and membrane;mitochondrion;ribosome 1.031 0.859 0.83
[0S=Saccharomyces YPL215W biogenesis;regulation
cerevisiae 5288c] of biological process
P35191 Dnal homolog 1, 850530 MDJ1; cell organization and mitochondrion;organelle lumen enzyme regulator 4.722 3.977 0.84
mitochondrial YFLO16C biogenesis;metabolic activity;metal ion
[0S=Saccharomyces process;regulation of binding;nucleotide
cerevisiae $288c] biological binding;protein
process;response to binding
stimulus
P49095 Glycine dehydrogenase 855227 GCV2; metabolic process cytosol;mitochondrion catalytic activity 2.884 2.433 0.84
(Decarboxylating), YMR189
mitochondrial W
[OS=Saccharomyces
cerevisiae 5288c]
P33310 ATP-dependent permease 850885 MDL1; transport membrane;mitochondrion catalytic 0.624 0.528 0.85
MDL1, mitochondrial YLR188W activity;nucleotide
[OS=Saccharomyces binding;transporter
cerevisiae 5288c] activity
Q01574 acetyl-coenzyme A 851245 ACS1; cell organization and cytoplasm;cytosol;endoplasmic catalytic 0.624 0.528 0.85
synthetase 1 YALO54C biogenesis;metabolic reticulum;mitochondrion;nucleus activity;nucleotide
[0S=Saccharomyces process binding
cerevisiae $288c]
P53170 [Pyruvate dehydrogenase 852821 PKP2; metabolic mitochondrion;organelle lumen catalytic 1.096 0.931 0.85
(acetyl-transferring)] kinase YGLO59W process;regulation of activity;nucleotide

2, mitochondrial
[OS=Saccharomyces

biological process

binding;protein
binding
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cerevisiae 5288c]

P23291 Casein kinase | homolog 1 856537 YCK1; cell organization and cytoplasm;endoplasmic catalytic 1.043 0.887 0.85
[0S=Saccharomyces YHR135C biogenesis;metabolic reticulum;membrane;mitochondrion;nucleus activity;nucleotide
cerevisiae $288c] process;regulation of binding;protein
biological binding
process;response to
stimulus;transport
P00925 Enolase 2 856579 ENO2; metabolic cytoplasm;cytosol;membrane;mitochondrion;vacuole catalytic 1.043 0.887 0.85
[0S=Saccharomyces YHR174 process;regulation of activity;metal ion
cerevisiae $288c] W biological process binding;protein
binding
Q06678 54S ribosomal protein L35, 851921 MRPL35; cell organization and mitochondrion;ribosome structural molecule 1.424 1.219 0.86
mitochondrial YDR322 biogenesis;metabolic activity
[0S=Saccharomyces W process
cerevisiae $288c]
P25349 Flavoprotein-like protein 850360 YCP4; metabolic cytoplasm;membrane;mitochondrion catalytic 6.743 5.813 0.86
YCP4 [OS=Saccharomyces YCRO04C process;regulation of activity;nucleotide
cerevisiae $288c] biological process binding;protein
binding
P53252 sphingolipid long chain base- 852977 PIL1; cell organization and cytoplasm;membrane;mitochondrion protein binding 14.013 12.111 0.86
responsive protein PIL1 YGR086C biogenesis;regulation
[0S=Saccharomyces of biological
cerevisiae $S288c] process;response to
stimulus;transport
P40086 Cytochrome c oxidase 856884 COX15; cell organization and membrane;mitochondrion catalytic 1.555 1.346 0.87
assembly protein cox15 YER141W biogenesis;metabolic activity;transporter
[0S=Saccharomyces process;transport activity
cerevisiae S288c]
P09457 ATP synthase subunit 5, 851892 ATPS5; metabolic membrane;mitochondrion catalytic 9 7.799 0.87
mitochondrial YDR298C process;transport activity;transporter
[0S=Saccharomyces activity
cerevisiae S288c]
P46367 Potassium-activated 854556 ALD4; metabolic process mitochondrion;organelle lumen catalytic activity 58.078 50.795 0.87
aldehyde dehydrogenase, YOR374
mitochondrial W
[OS=Saccharomyces
cerevisiae $288c]
P04840 Mitochondrial outer 855669 POR1; cell death;cell cytoplasm;membrane;mitochondrion transporter activity 15.238 13.384 0.88
membrane protein porin 1 YNLO55C organization and
[0S=Saccharomyces biogenesis;cellular
cerevisiae $S288c] homeostasis;regulation
of biological
process;transport
P28241 Isocitrate dehydrogenase 854303 IDH2; metabolic process mitochondrion;organelle lumen catalytic 6.197 5.449 0.88
[NAD] subunit 2, YOR136 activity;metal ion
mitochondrial w binding;nucleotide
[OS=Saccharomyces binding;protein
cerevisiae $288c] binding;RNA binding
P50085 Prohibitin-2 853146 PHB2; cell organization and membrane;mitochondrion protein binding 4.926 4.337 0.88
[0S=Saccharomyces YGR231C biogenesis;metabolic
cerevisiae $S288c] process;regulation of
biological process
P07246 Alcohol dehydrogenase 3, 855107 ADH3; metabolic process mitochondrion;organelle lumen catalytic 10.159 9 0.89
mitochondrial YMRO083 activity;metal ion
[0S=Saccharomyces W binding
cerevisiae S288c]
P46681 D-lactate dehydrogenase 851376 DLD2; metabolic process mitochondrion;organelle lumen catalytic 1.829 1.626 0.89
[cytochrome] 2, YDL178W activity;nucleotide
mitochondrial binding;protein
[OS=Saccharomyces binding
cerevisiae 5288c]
P40495 Homoisocitrate 854714 LYS12; metabolic process mitochondrion catalytic 6.499 5.813 0.89
dehydrogenase, YIL094C activity;metal ion
mitochondrial binding;nucleotide
[0S=Saccharomyces binding
cerevisiae S288c]
P17505 Malate dehydrogenase, 853777 MDH1; metabolic process mitochondrion;organelle lumen catalytic 99 88.615 0.90
mitochondrial YKLO85W activity;protein
[0S=Saccharomyces binding;RNA binding
cerevisiae 5288c]
P48015 Aminomethyltransferase, 851582 GCV1; metabolic process mitochondrion catalytic 11.217 10.053 0.90
mitochondrial YDR019C activity;protein
[0S=Saccharomyces binding
cerevisiae 5288c]
P53326 Uncharacterized protein 853182 YGR266 membrane;mitochondrion 1.081 0.974 0.90
YGR266W w;
[OS=Saccharomyces YGR266
cerevisiae 5288c] W
P33311 ATP-dependent permease 855858 MDL2; response to membrane;mitochondrion catalytic 1.233 1.116 0.91
MDL2, mitochondrial YPL270W stimulus;transport activity;nucleotide
[OS=Saccharomyces binding;transporter
cerevisiae 5288c] activity
P20967 2-oxoglutarate 854681 KGD1; metabolic process cytosol;mitochondrion;organelle lumen catalytic activity 13.785 12.554 0.91
dehydrogenase, YIL125W
mitochondrial
[OS=Saccharomyces
cerevisiae 5288c]
P36013 NAD-dependent malic 853839 MAEZ; metabolic process mitochondrion;organelle lumen catalytic 2.35 2.162 0.92
enzyme, mitochondrial YKL029C activity;metal ion

[OS=Saccharomyces

binding;nucleotide
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cerevisiae 5288c] binding
Q12166 2-isopropylmalate synthase 854275 LEUY; metabolic process mitochondrion catalytic 3.739 3.453 0.92
2, mitochondrial YOR108 activity;protein
[0S=Saccharomyces W binding
cerevisiae $288c]
P16387 Pyruvate dehydrogenase E1 856925 PDAL; cell growth;metabolic mitochondrion;organelle lumen catalytic activity 25.264 23.384 0.93
component subunit alpha, YER178W process
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]
P00927 Threonine dehydratase, 856819 ILV1; metabolic process cytoplasm;mitochondrion catalytic activity 3.375 3.125 0.93
mitochondrial YERO86W
[0S=Saccharomyces
cerevisiae $288c]
P32795 Mitochondrial inner 856135 YME1L; metabolic membrane;mitochondrion catalytic 1.938 1.798 0.93
membrane i-AAA protease YPR0O24W process;response to activity;metal ion
supercomplex subunit YME1 stimulus;transport binding;nucleotide
[0S=Saccharomyces binding;protein
cerevisiae $288c] binding
P39522 Dihydroxy-acid dehydratase, 853473 ILV3; metabolic process mitochondrion catalytic 39.37 36.649 0.93
mitochondrial YJRO16C activity;metal ion
[0S=Saccharomyces binding
cerevisiae $288c]
Q08179 Mitochondrial distribution 854130 MDM38; cell organization and membrane;mitochondrion 5.683 5.31 0.93
and morphology protein 38 YOL027C biogenesis;cellular
[OS=Saccharomyces homeostasis;regulation
cerevisiae 5288c] of biological
process;transport
P19657 plasma membrane ATPase 2 856071 PMA2; cellular membrane;mitochondrion catalytic 9 8.427 0.94
[OS=Saccharomyces YPLO36W homeostasis;metabolic activity;metal ion
cerevisiae 5288c] process;transport binding;nucleotide
binding;transporter
activity
P40053 Altered inheritance of 856813 AIM9; mitochondrion 4.289 4.036 0.94
mitochondria protein 9, YERO8OW
mitochondrial
[0S=Saccharomyces
cerevisiae S288c]
P32191 Glycerol-3-phosphate 854651 GUT2; metabolic process membrane;mitochondrion catalytic activity 9.502 9 0.95
dehydrogenase, YIL155C
mitochondrial
[0S=Saccharomyces
cerevisiae S288c]
P32843 Mitochondrial escape protein 855348 YME2; cell organization and membrane;mitochondrion nucleotide 3.112 2.949 0.95
2 [0S=Saccharomyces YMR302C biogenesis;metabolic binding;RNA binding
cerevisiae $288c] process
P19414 Aconitate hydratase, 851013 ACO1; cell organization and cytoplasm;cytosol;mitochondrion;organelle lumen catalytic activity;DNA 66.002 66.002 1.00
mitochondrial YLR304C biogenesis;metabolic binding;metal ion
[OS=Saccharomyces process;transport binding
cerevisiae $288c]
POCS90 Heat shock protein SSC1, 853503 SSC1; cell organization and membrane;mitochondrion;nucleus;organelle lumen catalytic 51.75 51.75 1.00
mitochondrial YJRO45C biogenesis;metabolic activity;enzyme
[OS=Saccharomyces process;regulation of regulator
cerevisiae 5288c] biological activity;nucleotide
process;transport binding;protein
binding
P09624 Dihydrolipoy! 850527 LPD1; cellular mitochondrion;organelle lumen catalytic 30.623 30.623 1.00
dehydrogenase, YFLO18C homeostasis;metabolic activity;nucleotide
mitochondrial process;regulation of binding
[OS=Saccharomyces biological process
cerevisiae 5288c]
Q07500 External NADH-ubiquinone 851474 NDE2; metabolic process mitochondrion catalytic 12.594 12.594 1.00
oxidoreductase 2, YDLO85W activity;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae S288c]
P00890 citrate synthase, 855732 CIT1; metabolic cytosol;mitochondrion;organelle lumen catalytic activity 11.798 11.798 1.00
mitochondrial YNROO1C process;transport
[0S=Saccharomyces
cerevisiae 5288c]
P07275 Delta-1-pyrroline-5- 856432 PUT2; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 6.565 6.565 1.00
carboxylate dehydrogenase, YHRO37
mitochondrial W
[0S=Saccharomyces
cerevisiae $288c]
P28834 Isocitrate dehydrogenase 855691 IDH1; metabolic cytosol;mitochondrion;organelle lumen catalytic 15.238 15.238 1.00
[NAD] subunit 1, YNLO37C process;transport activity;metal ion
mitochondrial binding;nucleotide
[0S=Saccharomyces binding;protein
cerevisiae 5288c] binding;RNA binding
Q08822 Probable electron transfer 854538 CIR2; metabolic membrane;mitochondrion catalytic 3.019 3.019 1.00
flavoprotein-ubiquinone YOR356 process;transport activity;metal ion
oxidoreductase, w binding;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]
P32473 Pyruvate dehydrogenase E1 852522 PDB1; metabolic process mitochondrion;organelle lumen catalytic activity 10.288 10.288 1.00
component subunit beta, YBR221C

mitochondrial
[OS=Saccharomyces
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cerevisiae 5288c]

P34227 Mitochondrial peroxiredoxin 852215 PRX1; cellular mitochondrion antioxidant 6.848 6.848 1.00
PRX1 [0S=Saccharomyces YBLO64C homeostasis;metabolic activity;catalytic
cerevisiae $288c] process;regulation of activity
biological
process;response to
stimulus
P47127 Altered inheritance of 853543 AIM24; cell organization and mitochondrion 3.175 3.175 1.00
mitochondria protein 24, YJRO80C biogenesis
mitochondrial
[OS=Saccharomyces
cerevisiae 5288c]
P39925 Mitochondrial respiratory 856737 AFG3; cell organization and membrane;mitochondrion catalytic 1.228 1.228 1.00
chain complexes assembly YERO17C biogenesis;metabolic activity;metal ion
protein AFG3 process;response to binding;nucleotide
[0S=Saccharomyces stimulus;transport binding;protein
cerevisiae $288c] binding
P05626 ATP synthase subunit 4, 856027 ATP4; cell organization and membrane;mitochondrion catalytic 3.642 3.642 1.00
mitochondrial YPLO78C biogenesis;metabolic activity;transporter
[0S=Saccharomyces process;transport activity
cerevisiae $288c]
P42940 Probable electron transfer 853121 CIR1; metabolic mitochondrion;organelle lumen 7.66 7.66 1.00
flavoprotein subunit beta YGR207C process;transport
[0S=Saccharomyces
cerevisiae S288c]
P32332 Mitochondrial oxaloacetate 853739 OAC1; metabolic membrane;mitochondrion structural molecule 5.813 5.813 1.00
transport protein YKL120W process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae $288c]
P52893 probable alanine 850778 ALT1; metabolic process mitochondrion;organelle lumen catalytic activity 1.438 1.438 1.00
aminotransferase, YLRO89C
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]
P25039 Elongation factor G, 850758 MEF1; cell organization and cytosol;mitochondrion catalytic 1.024 1.024 1.00
mitochondrial YLRO69C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process binding;RNA binding
cerevisiae S288c]
P32787 Mitochondrial genome 853609 MGM101 cell organization and chromosome;mitochondrion DNA binding 4.456 4.456 1.00
maintenance protein ; biogenesis;metabolic
MGM101 YJR144W process;response to
[0S=Saccharomyces stimulus
cerevisiae S288c]
P25613 Accumulation of dyads 850368 ADY2; transport membrane;mitochondrion;vacuole transporter activity 12.895 12.895 1.00
protein 2 [0S=Saccharomyces YCRO10C
cerevisiae $288c]
P30902 ATP synthase subunit d, 853853 ATP7; metabolic membrane;mitochondrion catalytic 5.105 5.105 1.00
mitochondrial YKLO16C process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae $288c]
P40035 Mitochondrial phosphate 856779 PIC2; cellular membrane;mitochondrion structural molecule 2.793 2.793 1.00
carrier protein 2 YERO53C homeostasis;metabolic activity;transporter
[OS=Saccharomyces process;transport activity
cerevisiae $288c]
Q12207 Non-classical export protein 856272 NCE102; cell organization and cytoplasm;endoplasmic reticulum;membrane;mitochondrion 12.895 12.895 1.00
2 [0S=Saccharomyces YPR149W biogenesis;regulation
cerevisiae 5288c] of biological
process;transport
P38088 Glycine--tRNA ligase 1, metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.468 0.468 1.00
mitochondrial activity;nucleotide
[0S=Saccharomyces binding;protein
cerevisiae $288c] binding
P32897 Mitochondrial import inner 855751 TIM23; transport membrane;mitochondrion protein 531 5.31 1.00
membrane translocase YNRO17 binding;transporter
subunit tim23 W activity
[OS=Saccharomyces
cerevisiae 5288c]
P40513 Mitochondrial acidic protein 854740 MAM33; metabolic mitochondrion;organelle lumen translation regulator 3.642 3.642 1.00
MAM33 [0S=Saccharomyces YILO70C process;regulation of activity
cerevisiae 5288c] biological process
P00410 Cytochrome c oxidase 854622 COX2; metabolic membrane;mitochondrion catalytic 3.642 3.642 1.00
subunit 2 Q0250 process;transport activity;metal ion
[0S=Saccharomyces binding;protein
cerevisiae 5288c] binding;transporter
activity
Q02950 37S ribosomal protein 855985 MRP51; cell organization and mitochondrion;ribosome structural molecule 1.154 1.154 1.00
MRP51, mitochondrial YPL118W biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae $288c]
Q07349 MIOREX complex component 851535 YDLO27C; endoplasmic reticulum;membrane;mitochondrion 1.913 1.913 1.00
9 [0S=Saccharomyces MRX9;
cerevisiae $288c] YDL027C
Q06236 Mitochondrial inner 850861 SHH4; metabolic process membrane;mitochondrion catalytic 6.499 6.499 1.00
membrane protein SHH4 YLR164W activity;metal ion
[0S=Saccharomyces binding
cerevisiae $288c]
P32331 Carrier protein YMC1, 856171 YMC1; metabolic membrane;mitochondrion;vacuole structural molecule 2.384 2.384 1.00
mitochondrial YPRO58W process;transport activity;transporter

[0S=Saccharomyces
cerevisiae $288c]

activity
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Q12029 Probable mitochondrial 854445 FSF1; transport membrane;mitochondrion transporter activity 2.36 2.36 1.00
transport protein fsfl YOR271C
[0S=Saccharomyces
cerevisiae $288c]

P39952 Mitochondrial inner 856898 OXA1; cell organization and membrane;mitochondrion transporter activity 1.738 1.738 1.00
membrane protein OXA1 YER154W biogenesis;transport
[0S=Saccharomyces
cerevisiae $288c]

P53292 37S ribosomal protein S35, 853075 MRPS35; cell organization and mitochondrion;ribosome structural molecule 1.512 1.512 1.00
mitochondrial YGR165 biogenesis;metabolic activity
[0S=Saccharomyces w process
cerevisiae $288c]

P11325 Leucine--tRNA ligase, 851098 NAM2; cell organization and cytosol;mitochondrion;organelle lumen catalytic 0.353 0.353 1.00
mitochondrial YLR382C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process;regulation of binding;RNA binding
cerevisiae $288c] biological process

P53889 uncharacterized 855553 FMP41; metabolic process mitochondrion catalytic 1.254 1.254 1.00
mitochondrial hydrolase YNL168C activity;metal ion
FMP41 [OS=Saccharomyces binding
cerevisiae $288c]

Q12165 ATP synthase subunit delta, 851560 ATP16; metabolic membrane;mitochondrion catalytic 4.623 4.623 1.00
mitochondrial YDLOO4W process;transport activity;transporter
[0S=Saccharomyces activity
cerevisiae S288c]

P36141 Putative redox protein 853923 FMP46; metabolic process mitochondrion catalytic 4.337 4.337 1.00
fmp46, mitochondrial YKR049C activity;protein
[OS=Saccharomyces binding
cerevisiae $288c]

P23644 Mitochondrial import 855243 TOM40; transport cytosol;membrane;mitochondrion protein 1.154 1.154 1.00
receptor subunit TOM40 YMR203 binding;transporter
[OS=Saccharomyces W activity
cerevisiae $288c]

Q12117 Protein MRH1 851597 MRH1; transport endoplasmic reticulum;membrane;mitochondrion transporter activity 2.831 2.831 1.00
[0S=Saccharomyces YDRO033
cerevisiae $288c] W

Q06493 LETM1 domain-containing 856243 YLH47; cell organization and membrane;mitochondrion 1.043 1.043 1.00
protein YLH47, mitochondrial YPR125W biogenesis;transport
[0S=Saccharomyces
cerevisiae $288c]

P43594 MICOS complex subunit 850563 AIM13; cell organization and cytoplasm;membrane;mitochondrion 3.329 3.329 1.00
MIC19 [OS=Saccharomyces MIC19; biogenesis
cerevisiae S288c] YFRO11C

P36534 54S ribosomal protein L40, 855930 MRPL40; cell organization and mitochondrion;ribosome protein 1.512 1.512 1.00
mitochondrial YPL173W biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae S288c]

Q02204 54S ribosomal protein L13, 853875 MRPL13; cell organization and mitochondrion;ribosome structural molecule 1.371 1371 1.00
mitochondrial YKRO06C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae S288c]

P40508 Uncharacterized protein 854733 YILO77C; mitochondrion 1.448 1.448 1.00
YILO77C [OS=Saccharomyces YILO77C
cerevisiae $288c]

Q05892 MIOREX complex component 850997 YLR290C; metabolic process mitochondrion catalytic activity 3.217 3.217 1.00
2 [0S=Saccharomyces coQil;
cerevisiae $288c] YLR290C

P37298 Succinate dehydrogenase 851758 SDH4; metabolic membrane;mitochondrion catalytic 4.995 4.995 1.00
[ubiquinone] cytochrome b YDR178 process;transport activity;metal ion
small subunit, mitochondrial w binding
[0S=Saccharomyces
cerevisiae S288c]

Q12374 Nuclear control of ATPase 856278 NCA2; metabolic process membrane;mitochondrion 0.565 0.565 1.00
protein 2 [0S=Saccharomyces YPR155C
cerevisiae $288c]

P47045 mitochondrial import inner 853392 TIM54; cell organization and cytosol;membrane;mitochondrion transporter activity 0.655 0.655 1.00
membrane translocase YJLO54W biogenesis;transport
subunit TIM54
[0S=Saccharomyces
cerevisiae 5288c]

P39965 probable proline--tRNA 856820 AIM10; metabolic process cytoplasm;mitochondrion catalytic 0.343 0.343 1.00
ligase, mitochondrial YERO87W activity;nucleotide
[0S=Saccharomyces binding;RNA binding
cerevisiae 5288c]

P40582 Glutathione S-transferase 1 854856 GTT1; metabolic process endoplasmic reticulum;membrane;mitochondrion;nucleus antioxidant 1.683 1.683 1.00
[0S=Saccharomyces YIR038C activity;catalytic
cerevisiae $288c] activity;protein

binding;RNA binding

P38910 10 kDa heat shock protein, 854185 HSP10; cell organization and cytoplasm;mitochondrion;organelle lumen metal ion 4.623 4.623 1.00
mitochondrial YOR020C biogenesis;metabolic binding;nucleotide
[0S=Saccharomyces process;response to binding;protein
cerevisiae $288c] stimulus;transport binding

Q12482 Mitochondrial aspartate- 856132 AGC1; metabolic membrane;mitochondrion structural molecule 0.407 0.407 1.00
glutamate transporter AGC1 YPR021C process;transport activity;transporter
[0S=Saccharomyces activity
cerevisiae $288c]

Q06143 mitochondrial dicarboxylate 851063 DIC1; metabolic membrane;mitochondrion structural molecule 1.154 1.154 1.00
transporter YLR348C process;transport activity;transporter

[0S=Saccharomyces
cerevisiae $288c]

activity
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Q12349 ATP synthase subunit H, 851002 ATP14; cell organization and membrane;mitochondrion catalytic 2.728 2.728 1.00
mitochondrial YLR295C biogenesis;metabolic activity;transporter
[0S=Saccharomyces process;transport activity
cerevisiae $288c]
P35996 54S ribosomal protein L38, 853684 MRPL38; cell organization and mitochondrion;ribosome RNA 2.594 2.594 1.00
mitochondrial YKL170W biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]
Q3E824 Uncharacterized protein 146648 YORO020 metabolic membrane;mitochondrion 5.813 5.813 1.00
YOR020W-A 0 W-A; process;transport
[0S=Saccharomyces YOR020
cerevisiae $288c] W-A
P32904 54S ribosomal protein L6, 856552 MRPL6; cell organization and mitochondrion;ribosome RNA 1371 1371 1.00
mitochondrial YHR147C biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae $288c]
P40416 Iron-sulfur clusters 855347 ATM1; cellular membrane;mitochondrion catalytic 0.453 0.453 1.00
transporter ATM1, YMR301C homeostasis;metabolic activity;nucleotide
mitochondrial process;transport binding;transporter
[0S=Saccharomyces activity
cerevisiae $288c]
P32453 Protein ATP11, mitochondrial 855401 ATP11; cell organization and mitochondrion protein binding 1.512 1.512 1.00
[0S=Saccharomyces YNL315C biogenesis
cerevisiae 5288c]
P25626 54S ribosomal protein IMG1, 850413 IMG1; cell organization and mitochondrion;ribosome structural molecule 1.424 1.424 1.00
mitochondrial YCR046C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae S288c]
P50945 MICOS complex subunit 855623 AIM37; cell organization and membrane;mitochondrion 1.254 1.254 1.00
MIC27 [0S=Saccharomyces MIC27; biogenesis
cerevisiae S288c] YNL100W
P10834 protein PET54 853137 PET54; metabolic membrane;mitochondrion;organelle lumen nucleotide 0.874 0.874 1.00
[OS=Saccharomyces YGR222 process;regulation of binding;RNA
cerevisiae 5288c] W biological process binding;translation
regulator activity
Q08970 Mitochondrial metal 855877 MMT2; cellular membrane;mitochondrion transporter activity 0.532 0.532 1.00
transporter 2 YPL224C homeostasis;regulation
[0S=Saccharomyces of biological
cerevisiae 5288c] process;response to
stimulus;transport
Q03201 37S ribosomal protein S10, 851611 RSM10; cell organization and mitochondrion;ribosome structural molecule 1.424 1.424 1.00
mitochondrial YDRO41 biogenesis;metabolic activity
[0S=Saccharomyces W process
cerevisiae S288c]
P36521 54S ribosomal protein L11, 851325 MRPL11; cell organization and mitochondrion;ribosome structural molecule 1.069 1.069 1.00
mitochondrial YDL202W biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae S288c]
P25372 Thioredoxin-3, mitochondrial 850444 TRX3; cellular cytoplasm;mitochondrion catalytic activity 2.511 2.511 1.00
[OS=Saccharomyces YCRO83W homeostasis;metabolic
cerevisiae $288c] process;regulation of
biological
process;response to
stimulus;transport
P33759 37S ribosomal protein S5, 852553 MRPS5; cell organization and mitochondrion;ribosome RNA 0.995 0.995 1.00
mitochondrial YBR251W biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]
P32387 54S ribosomal protein L41, 852014 MRP20; cell organization and mitochondrion;ribosome nucleotide 1.254 1.254 1.00
mitochondrial YDR405 biogenesis;metabolic binding;protein
[OS=Saccharomyces w process binding;RNA
cerevisiae 5288c] binding;structural
molecule activity
Q04172 Sensitive to high expression 852002 SHE9; cell organization and membrane;mitochondrion 0.374 0.374 1.00
protein 9, mitochondrial YDR393 biogenesis
[0S=Saccharomyces w
cerevisiae S288c]
P27697 Atypical kinase COQS8, 852758 C0Qs; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.453 0.453 1.00
mitochondrial YGL119W activity;nucleotide
[0S=Saccharomyces binding
cerevisiae 5288c]
Q08245 protein ZEO1 854040 ZEO1; cell organization and membrane;mitochondrion protein binding 2.162 2.162 1.00
[0S=Saccharomyces YOL109W biogenesis
cerevisiae $288c]
P36519 54S ribosomal protein L7, 851823 MRPL7; cell organization and mitochondrion;ribosome RNA 0.468 0.468 1.00
mitochondrial YDR237 biogenesis;metabolic binding;structural
[0S=Saccharomyces w process molecule activity
cerevisiae S288c]
P53311 Mitochondrial pyruvate 853158 FMP43; transport membrane;mitochondrion transporter activity 1.154 1.154 1.00
carrier 3 [0S=Saccharomyces MPC3;
cerevisiae $288c] YGR243
W
Q12305 Thiosulfate sulfurtransferase 854459 RDL1; endoplasmic reticulum;membrane;mitochondrion catalytic activity 1.154 1.154 1.00
RDL1, mitochondrial YOR285
[OS=Saccharomyces w
cerevisiae 5288c]
Q12204 Probable phospholipase 854187 YOR022C metabolic process mitochondrion catalytic 0.233 0.233 1.00
YORO022C, mitochondrial ; activity;metal ion
[0S=Saccharomyces YOR022C binding

cerevisiae 5288c]
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Q12251 Uncharacterized 856121 YPRO11G; metabolic membrane;mitochondrion structural molecule 0.551 0.551 1.00
mitochondrial carrier YPRO11C process;transport activity;transporter
YPR011C [0S=Saccharomyces activity
cerevisiae $288c]

P41903 Peroxisomal acyl-coenzyme A 853477 TES1; metabolic process mitochondrion catalytic activity 0.931 0.931 1.00
thioester hydrolase 1 YJRO19C
[0S=Saccharomyces
cerevisiae $288c]

P47140 Altered inheritance rate of 853563 AIM25; cell organization and membrane;mitochondrion transporter activity 0.369 0.369 1.00
mitochondria protein 25 YJR100C biogenesis
[0S=Saccharomyces
cerevisiae $288c]

P32839 Mitochondrial chaperone 851981 BCS1; cell organization and cytosol;membrane;mitochondrion catalytic 0.425 0.425 1.00
BCS1 [0S=Saccharomyces YDR375C biogenesis;metabolic activity;nucleotide
cerevisiae 5288c] process;response to binding;transporter

stimulus;transport activity

Q01519 Cytochrome c oxidase 850727 COX12; cell organization and mitochondrion catalytic 3.642 3.642 1.00
subunit 6b YLRO38C biogenesis;metabolic activity;transporter
[0S=Saccharomyces process;transport activity
cerevisiae $288c]

Q02888 Inner membrane assembly 856005 AIM43; cell organization and membrane;mitochondrion protein binding 0.701 0.701 1.00
complex subunit 17 INA17; biogenesis
[0S=Saccharomyces YPLO99C
cerevisiae S288c]

Q06567 ABC1 family protein MCP2 850955 YLR253W cell organization and membrane;mitochondrion 0.218 0.218 1.00
[0S=Saccharomyces ; MCP2; biogenesis
cerevisiae S288c] YLR253W

P49017 2-methoxy-6-polyprenyl-1,4- 854930 COQs; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.551 0.551 1.00
benzoquinol methylase, YML110C
mitochondrial
[OS=Saccharomyces
cerevisiae $288c]

Q12359 Ammonia transport outward 851992 ATO3; transport membrane;mitochondrion transporter activity 0.995 0.995 1.00
protein 3 [0S=Saccharomyces YDR384C
cerevisiae $288c]

P37299 cytochrome b-c1 complex 856390 QCR10; metabolic membrane;mitochondrion catalytic 5.31 5.31 1.00
subunit 10 YHROO01 process;transport activity;transporter
[0S=Saccharomyces W-A activity
cerevisiae $288c]

P38079 protein YRO2 852343 YRO2; transport endoplasmic reticulum;membrane;mitochondrion transporter activity 1.424 1.424 1.00
[0S=Saccharomyces YBROS4W
cerevisiae S288c]

P53305 Mitochondrial 37S ribosomal 853129 RSM27; cell organization and mitochondrion;ribosome structural molecule 2.162 2.162 1.00
protein S27 YGR215 biogenesis;metabolic activity
[0S=Saccharomyces W process
cerevisiae S288c]

P46998 mitochondrial membrane 853279 FMP33; membrane;mitochondrion 2.162 2.162 1.00
protein FMP33 YIL161W
[0S=Saccharomyces
cerevisiae S288c]

Q06485 Autophagy-related protein 33 851070 ATG33; cell membrane;mitochondrion 2.162 2.162 1.00
[0S=Saccharomyces YLR356W communication;metab
cerevisiae $288c] olic process;response

to stimulus

Q12233 ATP synthase subunit g, 856131 ATP20; cell organization and membrane;mitochondrion catalytic 1.371 1.371 1.00
mitochondrial YPRO20W biogenesis;metabolic activity;transporter
[OS=Saccharomyces process;transport activity
cerevisiae 5288c]

P32611 54S ribosomal protein RML2, 856660 RML2; cell organization and mitochondrion;ribosome catalytic activity;RNA 0.389 0.389 1.00
mitochondrial YELO50C biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae 5288c]

P38300 Inner membrane 852483 MBAL; cell organization and membrane;mitochondrion 0.995 0.995 1.00
mitoribosome receptor YBR185C biogenesis;regulation
MBAL, mitochondrial of biological process
[0S=Saccharomyces
cerevisiae 5288c]

Q03020 iron sulfur cluster assembly 855968 I1SU1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.778 0.778 1.00
protein 1, mitochondrial YPL135W biogenesis;cellular activity;metal ion
[0S=Saccharomyces homeostasis;metabolic binding;protein
cerevisiae 5288c] process binding

P14540 fructose-bisphosphate 853805 FBA1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 0.292 0.292 1.00
aldolase [0S=Saccharomyces YKLO60C activity;metal ion
cerevisiae $288c] binding

Q02608 37S ribosomal protein S16, 856094 MRPS16; cell organization and mitochondrion;ribosome structural molecule 1.683 1.683 1.00
mitochondrial YPLO13C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae 5288c]

P40159 Uncharacterized protein 855513 YNL208W membrane;mitochondrion;ribosome 0.668 0.668 1.00
YNL208W ;
[0S=Saccharomyces YNL208W
cerevisiae 5288c]

P53732 37S ribosomal protein S12, 855772 MRPS12; cell organization and mitochondrion;ribosome structural molecule 1.154 1.154 1.00
mitochondrial YNRO36C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae 5288c]

P23369 54S ribosomal protein L25, 852967 MRPL25; cell organization and mitochondrion;ribosome structural molecule 131 131 1.00
mitochondrial YGRO76C biogenesis;metabolic activity

[OS=Saccharomyces
cerevisiae 5288c]

process
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Q6Q560 Protein isd11 856774 1SD11; cell organization and mitochondrion;organelle lumen catalytic 1.783 1.783 1.00
[0S=Saccharomyces YER048W biogenesis;metabolic activity;protein
cerevisiae $288c] -A process binding

P41911 Glycerol-3-phosphate 854095 GPD2; metabolic process cytoplasm;cytosol;mitochondrion catalytic 0.186 0.186 1.00
dehydrogenase [NAD(+)] 2, YOLO59W activity;nucleotide
mitochondrial binding;protein
[OS=Saccharomyces binding
cerevisiae $288c]

P53220 Mitochondrial import inner 852921 TIM21; cell organization and membrane;mitochondrion protein binding 0.719 0.719 1.00
membrane translocase YGR033C biogenesis;transport
subunit TIM21
[0S=Saccharomyces
cerevisiae $288c]

P33421 Succinate dehydrogenase 853716 SDH3; cell organization and membrane;mitochondrion catalytic 1.276 1.276 1.00
[ubiquinone] cytochrome b YKL141W biogenesis;metabolic activity;metal ion
subunit, mitochondrial process;transport binding
[0S=Saccharomyces
cerevisiae $288c]

P53724 54S ribosomal protein L50, 855756 MRPL50; cell organization and mitochondrion;ribosome structural molecule 1.512 1.512 1.00
mitochondrial YNRO22C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae S288c]

P38702 mitochondrial carrier protein 856391 LEUS; metabolic membrane;mitochondrion structural molecule 0.334 0.334 1.00
LEUS [OS=Saccharomyces YHR002 process;transport activity;transporter
cerevisiae 5288c] W activity

P36147 Presequence translocated- 853939 PAM17; transport membrane;mitochondrion 1.371 1.371 1.00
associated motor subunit YKRO65C
pam17, mitochondrial
[OS=Saccharomyces
cerevisiae $288c]

Q02883 N-acyl- 856001 FMP30; metabolic process membrane;mitochondrion catalytic 0.425 0.425 1.00
phosphatidylethanolamine- YPL103C activity;metal ion
hydrolyzing phospholipase D, binding
mitochondrial
[OS=Saccharomyces
cerevisiae $288c]

P36526 54S ribosomal protein L27, 852585 MRPL27; cell organization and mitochondrion;ribosome structural molecule 0.995 0.995 1.00
mitochondrial YBR282W biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae $288c]

P53163 54S ribosomal protein L12, 852811 MNP1; cell organization and mitochondrion;ribosome RNA 1.31 1.31 1.00
mitochondrial YGLO68W biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae S288c]

P53166 ATP-dependent RNA helicase 852816 MRH4; cell organization and mitochondrion;organelle lumen catalytic 0.145 0.145 1.00
mrh4, mitochondrial YGL064C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process binding;RNA binding
cerevisiae S288c]

Q07914 mitochondrial import inner 850694 PAM18; regulation of biological membrane;mitochondrion enzyme regulator 0.778 0.778 1.00
membrane translocase YLROO8C process;transport activity;protein
subunit TIM14 binding;transporter
[OS=Saccharomyces activity
cerevisiae 5288c]

P36531 54S ribosomal protein L36, 852419 MRPL36; cell organization and mitochondrion;ribosome structural molecule 0.668 0.668 1.00
mitochondrial YBR122C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae S288c]

P21306 ATP synthase subunit epsilon, 855857 ATP15; metabolic membrane;mitochondrion catalytic 2.162 2.162 1.00
mitochondrial YPL271W process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae S288c]

Q01976 ADP-ribose pyrophosphatase 852408 YSAL; metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.425 0.425 1.00
[OS=Saccharomyces YBR111C activity;metal ion
cerevisiae 5288c] binding

P38169 Kynurenine 3- 852179 BNA4; metabolic process membrane;mitochondrion catalytic 0.269 0.269 1.00
monooxygenase YBLO98W activity;nucleotide
[0S=Saccharomyces binding
cerevisiae $288c]

P32785 Methionyl-tRNA 852270 FMT1; metabolic process mitochondrion catalytic activity 0.179 0.179 1.00
formyltransferase, YBLO13W
mitochondrial
[0S=Saccharomyces
cerevisiae 5288c]

P81451 ATP synthase subunit K, 854077 ATP19; cell organization and membrane;mitochondrion catalytic 3.642 3.642 1.00
mitochondrial YOLO77W biogenesis;metabolic activity;transporter
[0S=Saccharomyces -A process;transport activity
cerevisiae 5288c]

P81450 ATP synthase subunit J, 854893 ATP18; cell organization and membrane;mitochondrion catalytic 9 9 1.00
mitochondrial YMLO81C biogenesis;metabolic activity;transporter
[OS=Saccharomyces -A process;transport activity
cerevisiae 5288c]

P39677 Ribosome-releasing factor 2, 853342 MEF2; cell organization and cytosol;mitochondrion catalytic 0.179 0.179 1.00
mitochondrial YIL102W biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process binding;RNA binding
cerevisiae $288c]

P25345 Asparagine--tRNA ligase, 850388 SLMS5; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.172 0.172 1.00
mitochondrial YCR024C activity;nucleotide
[0S=Saccharomyces binding
cerevisiae $288c]

Q07534 Solute carrier family 25 851439 YDL119C; metabolic membrane;mitochondrion structural molecule 0.389 0.389 1.00
member 38 homolog HEM25; process;transport activity;transporter
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[0S=Saccharomyces YDL119C activity
cerevisiae $288c]

P20084 54S ribosomal protein L33, 855330 MRPL33; cell organization and mitochondrion;ribosome structural molecule 2.162 2.162 1.00
mitochondrial YMR286 biogenesis;metabolic activity
[OS=Saccharomyces w process
cerevisiae $288c]

P47141 37S ribosomal protein S26, 853565 RSM26; cell organization and mitochondrion;ribosome antioxidant 0.425 0.425 1.00
mitochondrial YJR101W biogenesis;metabolic activity;catalytic
[0S=Saccharomyces process;response to activity;metal ion
cerevisiae $288c] stimulus binding;structural

molecule activity

P40858 54S ribosomal protein L49, 853349 MRPL49; cell organization and mitochondrion;ribosome RNA 0.468 0.468 1.00
mitochondrial YJLO96W biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]

P36523 54S ribosomal protein L15, 851022 MRPL15; cell organization and mitochondrion;ribosome catalytic activity;RNA 0.334 0.334 1.00
mitochondrial YLR312W biogenesis;metabolic binding;structural
[0S=Saccharomyces -A process molecule activity
cerevisiae $288c]

P32792 UPF0744 protein YSC83 856410 YSC83; membrane;mitochondrion 0.233 0.233 1.00
[0S=Saccharomyces YHRO17
cerevisiae S288c] W

P34224 Uncharacterized protein 852221 YBLO59W membrane;mitochondrion 0.468 0.468 1.00
YBLO59W 5
[OS=Saccharomyces YBLO59W
cerevisiae $288c]

Q08230 Succinate dehydrogenase 854083 EMI5; cell differentiation;cell mitochondrion;organelle lumen protein binding 0.468 0.468 1.00
assembly factor 2, SDHS; organization and
mitochondrial YOLO71W biogenesis;metabolic
[0S=Saccharomyces process;regulation of
cerevisiae S288c] biological process

P50087 MICOS subunit MIC26 853150 MOS2; cell organization and membrane;mitochondrion 0.638 0.638 1.00
[OS=Saccharomyces MIC26; biogenesis
cerevisiae $288c] YGR235C

P03879 Intron-encoded RNA 854582 Bl4; metabolic process membrane;mitochondrion catalytic activity;RNA 0.28 0.28 1.00
maturase bl4 Q0120 binding
[OS=Saccharomyces
cerevisiae $288c]

Q03429 Mitochondrial zinc 852104 MzZM1; cell organization and mitochondrion;organelle lumen protein binding 0.334 0.334 1.00
maintenance protein 1, YDR493 biogenesis;metabolic
mitochondrial W process
[OS=Saccharomyces
cerevisiae $288c]

P53875 54S ribosomal protein L19, 855536 MRPL19; cell organization and mitochondrion;ribosome RNA 0.874 0.874 1.00
mitochondrial YNL185C biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]

Q01802 Aspartate aminotransferase, 853755 AAT1; metabolic process mitochondrion;organelle lumen catalytic 0.155 0.155 1.00
mitochondrial YKL106W activity;protein
[OS=Saccharomyces binding
cerevisiae $288c]

P01098 ATPase-stabilizing factor 9 851426 STF1; metabolic mitochondrion catalytic 2.162 2.162 1.00
kDa, mitochondrial YDL130W process;regulation of activity;enzyme
[0S=Saccharomyces -A biological process regulator
cerevisiae $S288c] activity;protein

binding

Q05779 Ubiquinone biosynthesis 850898 coQg; metabolic process membrane;mitochondrion 0.359 0.359 1.00
protein COQ9, mitochondrial YLR201C
[OS=Saccharomyces
cerevisiae $288c]

P53212 Probable transcriptional 852904 YGR021 mitochondrion 0.359 0.359 1.00
regulatory protein HAH1 W;
[0S=Saccharomyces YGR021
cerevisiae 5288c] W

P00942 Triosephosphate isomerase 851620 TPI1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic activity 0.194 0.194 1.00
[0S=Saccharomyces YDRO50C
cerevisiae 5288c]

P32378 4-hydroxybenzoate 855778 coQz; metabolic membrane;mitochondrion catalytic activity 0.292 0.292 1.00
polyprenyltransferase, YNR041C process;transport
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]

P27680 Ubiquinone biosynthesis O- 854057 CoQ3; metabolic process membrane;mitochondrion catalytic activity 0.274 0.274 1.00
methyltransferase, YOL096C
mitochondrial
[0S=Saccharomyces
cerevisiae 5288c]

Q2Vv2P9 Uncharacterized protein 379997 COX26; membrane;mitochondrion 1.154 1.154 1.00
YDR119W-A 0 YDR119
[0S=Saccharomyces W-A
cerevisiae $288c]

Q06090 54S ribosomal protein L51, 856214 MRPL51; cell organization and mitochondrion;ribosome RNA 0.292 0.292 1.00
mitochondrial YPR100W biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae $288c]

Q08686 Thiosulfate sulfurtransferase 854425 TUM1; metabolic process cytoplasm;mitochondrion catalytic 0.212 0.212 1.00
TUM1 [0S=Saccharomyces YOR251C activity;protein
cerevisiae 5288c] binding

P47131 TMEM14 protein homolog 853547 YJRO85C; membrane;mitochondrion 0.778 0.778 1.00
YJRO85C [OS=Saccharomyces YJRO85C

cerevisiae $288c]
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P53320 Mitochondrial carrier protein 853173 MTM1; metabolic membrane;mitochondrion structural molecule 0.11 0.11 1.00
MTM1 [0S=Saccharomyces YGR257C process;transport activity
cerevisiae $288c]
Q3E6R5 uncharacterized 851989 YDR381C membrane;mitochondrion 0.389 0.389 1.00
mitochondrial outer -A;
membrane protein YDR381C- YDR381C
A [0S=Saccharomyces -A
cerevisiae $288c]
P32463 Acyl carrier protein, 853642 ACP1; metabolic mitochondrion 0.259 0.259 1.00
mitochondrial YKL192C process;transport
[0S=Saccharomyces
cerevisiae $288c]
P40581 peroxiredoxin HYR1 854855 HYR1; metabolic cytoplasm;cytosol;mitochondrion;organelle lumen antioxidant 0.259 0.259 1.00
[0S=Saccharomyces YIRO37W process;response to activity;catalytic
cerevisiae 5288c] stimulus activity
Q08058 Coenzyme Q-binding protein 854154 €0Q10; metabolic process membrane;mitochondrion 0.194 0.194 1.00
€0Q10, mitochondrial YOLOO8W
[0S=Saccharomyces
cerevisiae $288c]
Q07821 Iron-sulfur assembly protein 850632 ISA1; cell organization and mitochondrion;organelle lumen metal ion 0.136 0.136 1.00
1 [0S=Saccharomyces YLLO27W biogenesis;metabolic binding;structural
cerevisiae S288c] process molecule activity
P40033 37S ribosomal protein rsm18, 856776 RSM18; cell organization and mitochondrion;ribosome structural molecule 0.585 0.585 1.00
mitochondrial YERO50C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae $288c]
Q08645 folylpolyglutamate synthase 854415 MET7; metabolic process cytoplasm;endoplasmic catalytic 0.15 0.15 1.00
[0S=Saccharomyces YOR241 reticulum;membrane;mitochondrion;organelle lumen activity;nucleotide
cerevisiae S288c] W binding
Q12328 Mitochondrial import inner 851309 TIM22; cell organization and cytosol;membrane;mitochondrion protein 0.233 0.233 1.00
membrane translocase YDL217C biogenesis;transport binding;transporter
subunit TIM22 activity
[OS=Saccharomyces
cerevisiae $288c]
P40990 Protein MSS2, mitochondrial 851451 MSS2; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.101 0.101 1.00
[0S=Saccharomyces YDL107W biogenesis
cerevisiae S288c]
P04039 Cytochrome c oxidase 851111 COXS; metabolic membrane;mitochondrion catalytic 0.778 0.778 1.00
polypeptide VIII, YLR395C process;transport activity;transporter
mitochondrial activity
[0S=Saccharomyces
cerevisiae S288c]
P38812 Phosphatidylglycerophosphat 856500 GEP4; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.179 0.179 1.00
ase GEP4, mitochondrial YHR100C
[0S=Saccharomyces
cerevisiae S288c]
P10174 cytochrome c oxidase subunit 855298 COX7; metabolic membrane;mitochondrion catalytic 1.154 1.154 1.00
7 [0S=Saccharomyces YMR256C process;transport activity;transporter
cerevisiae $288c] activity
P39515 mitochondrial import inner 853298 TIM17; cell organization and membrane;mitochondrion protein 0.778 0.778 1.00
membrane translocase YIL143W biogenesis;transport binding;transporter
subunit Tim17 activity
[OS=Saccharomyces
cerevisiae $288c]
P53733 37S ribosomal protein S19, 855773 RSM19; cell organization and mitochondrion;ribosome RNA 0.931 0.931 1.00
mitochondrial YNRO37C biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae 5288c]
P07263-1 Histidine--tRNA ligase, 856145 HTS1; cell organization and cytoplasm;mitochondrion catalytic 0.064 0.064 1.00
mitochondrial YPRO33C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces process binding;RNA binding
cerevisiae 5288c]
P47051 putative lipoate-protein 853401 AlM22; metabolic process mitochondrion catalytic 0.089 0.089 1.00
ligase A [OS=Saccharomyces YJLO46W activity;nucleotide
cerevisiae 5288c] binding
Q12487 54S ribosomal protein L23, 854321 MRPL23; cell organization and mitochondrion;ribosome;vacuole RNA 0.233 0.233 1.00
mitochondrial YOR150 biogenesis;metabolic binding;structural
[0S=Saccharomyces w process molecule activity
cerevisiae 5288c]
P25270 rRNA methyltransferase 1, 854376 MRM1; metabolic process mitochondrion catalytic activity;RNA 0.129 0.129 1.00
mitochondrial YOR201C binding
[0S=Saccharomyces
cerevisiae 5288c]
P39940 E3 ubiquitin-protein ligase 856862 RSP5; cell organization and cytoplasm;cytoskeleton;Golgi;membrane;mitochondrion;n catalytic 0.044 0.044 1.00
RSP5 [0S=Saccharomyces YER125W biogenesis;metabolic ucleus activity;protein
cerevisiae $288c] process;regulation of binding
biological
process;response to
stimulus;transport
Q04598 54S ribosomal protein L34, 851692 YDR115 cell organization and cytoplasm;mitochondrion;nucleus;ribosome structural molecule 0.468 0.468 1.00
mitochondrial Ww; biogenesis;metabolic activity
[0S=Saccharomyces MRX14; process
cerevisiae $288c] YDR115
W
P14693 sorting assembly machinery 856483 SAM35; cell organization and membrane;mitochondrion protein binding 0.334 0.334 1.00
35 kDa subunit YHRO83 biogenesis;transport
[OS=Saccharomyces w
cerevisiae 5288c]
P25578 CDP-diacylglycerol--glycerol- 850352 PGS1; metabolic process mitochondrion catalytic 0.083 0.083 1.00
3-phosphate 3- YCLOO4W activity;nucleotide

phosphatidyltransferase

binding
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[0S=Saccharomyces
cerevisiae $288c]

P36064 COX assembly mitochondrial 853721 cMC1; cell organization and membrane;mitochondrion metal ion binding 0.389 0.389 1.00
protein [0S=Saccharomyces YKL137W biogenesis
cerevisiae $288c]
P39518 Long-chain-fatty-acid--CoA 856734 FAA2; metabolic cytoplasm;mitochondrion catalytic 0.055 0.055 1.00
ligase 2 [0S=Saccharomyces YERO15W process;transport activity;nucleotide
cerevisiae 5288c] binding
P87275 Altered inheritance of 856829 AIM11; membrane;mitochondrion 0.389 0.389 1.00
mitochondria protein 11 YER093C-
[0S=Saccharomyces A
cerevisiae $288c]
Q06405 ATP synthase subunit f, 851983 ATP17; metabolic membrane;mitochondrion catalytic 1.512 1.512 1.00
mitochondrial YDR377 process;transport activity;transporter
[0S=Saccharomyces W activity
cerevisiae $288c]
Q02863 ubiquitin carboxyl-terminal 856032 UBP16; metabolic process membrane;mitochondrion catalytic activity 0.072 0.072 1.00
hydrolase 16 YPLO72W
[0S=Saccharomyces
cerevisiae $288c]
P00045 Cytochrome c iso-2 856672 CYC7; metabolic mitochondrion metal ion binding 0.259 0.259 1.00
[OS=Saccharomyces YELO39C process;transport
cerevisiae $288c]
P39722 Mitochondrial Rho GTPase 1 851249 GEM1; cell organization and membrane;mitochondrion catalytic 0.059 0.059 1.00
[OS=Saccharomyces YAL048C biogenesis;regulation activity;metal ion
cerevisiae 5288c] of biological binding;nucleotide
process;response to binding
stimulus;transport
P39103 Cytochrome c oxidase 854910 COX14; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.585 0.585 1.00
assembly protein COX14 YML129C biogenesis;regulation
[OS=Saccharomyces of biological process
cerevisiae $288c]
Q06011 Protein ECM19 851106 ECM19; cell organization and membrane;mitochondrion 0.468 0.468 1.00
[0S=Saccharomyces YLR390W biogenesis
cerevisiae S288c]
P40458 Autophagy-related protein 32 854660 ATG32; metabolic process membrane;mitochondrion;vacuole protein binding 0.096 0.096 1.00
[0S=Saccharomyces YIL146C
cerevisiae S288c]
P39724 Altered inheritance of 851251 AIM1; 0.334 0.334 1.00
mitochondria protein 1 YALO46C
[0S=Saccharomyces
cerevisiae S288c]
P38909 cytochrome ¢ mitochondrial 854202 CYC2; cell organization and membrane;mitochondrion catalytic activity 0.093 0.093 1.00
import factor CYC2 YORO037 biogenesis;metabolic
[0S=Saccharomyces W process
cerevisiae S288c]
P09440 C-1-tetrahydrofolate 852378 MIS1; metabolic process cytosol;mitochondrion catalytic 1.668 1.771 1.06
synthase, mitochondrial YBRO84W activity;nucleotide
[OS=Saccharomyces binding
cerevisiae $288c]
P06208-1 2-isopropylmalate synthase 855619 LEU4; metabolic process cytoplasm;mitochondrion catalytic 9 9.608 1.07
[0S=Saccharomyces YNL104C activity;protein
cerevisiae S288c] binding
P32454 Aminopeptidase 2, 853699 APE2; metabolic process cytoplasm;extracellular;membrane;mitochondrion;nucleu catalytic 1.209 1.294 1.07
mitochondrial YKL157W s activity;metal ion
[OS=Saccharomyces binding
cerevisiae S288c]
P30624 Long-chain-fatty-acid--CoA 854495 FAAL; metabolic endoplasmic reticulum;membrane;mitochondrion catalytic 3.024 3.245 1.07
ligase 1 [0S=Saccharomyces YOR317 process;transport activity;nucleotide
cerevisiae $288c] W binding
P40215 External NADH-ubiquinone 855176 NDE1; metabolic process mitochondrion catalytic 5.469 5.884 1.08
oxidoreductase 1, YMR145C activity;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae 5288c]
P07806 Valine--tRNA ligase, 852986 VAS1; metabolic cytoplasm;cytosol;mitochondrion catalytic 0.722 0.778 1.08
mitochondrial YGR094 process;regulation of activity;nucleotide
[0S=Saccharomyces w biological process binding
cerevisiae 5288c]
P21954 Isocitrate dehydrogenase 851493 IDP1; metabolic process mitochondrion catalytic 35.869 38.811 1.08
[NADP], mitochondrial YDLO66W activity;metal ion
[0S=Saccharomyces binding;nucleotide
cerevisiae 5288c] binding;protein
binding
P08417 fumarate hydratase, 855866 FUMZ; cell organization and cytoplasm;cytosol;mitochondrion;organelle lumen catalytic activity 13.874 15.103 1.09
mitochondrial YPL262W biogenesis;metabolic
[0S=Saccharomyces process
cerevisiae 5288c]
P39987 Heat shock protein SSC3, 856682 ECM10; cell organization and mitochondrion nucleotide 2.162 2.36 1.09
mitochondrial YELO30W biogenesis;metabolic binding;protein
[0S=Saccharomyces process;transport binding
cerevisiae 5288c]
P07256 Cytochrome b-c1 complex 852235 COR1; metabolic membrane;mitochondrion catalytic 18.783 20.544 1.09
subunit 1, mitochondrial YBLO45C process;transport activity;metal ion
[OS=Saccharomyces binding;protein
cerevisiae 5288c] binding;transporter
activity
P07257 Cytochrome b-c1 complex 856321 QCR2; metabolic membrane;mitochondrion catalytic 33.551 36.751 1.10
subunit 2, mitochondrial YPR191W process;transport activity;metal ion

[OS=Saccharomyces

binding;protein
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cerevisiae 5288c]

binding;transporter
activity

P16547 Mitochondrial outer 854670 OM45; membrane;mitochondrion 274.42 300.99 1.10
membrane protein OM45 YIL136W 3 5
[OS=Saccharomyces
cerevisiae $288c]

P54783 D-arabinono-1,4-lactone 854888 ALO1; metabolic membrane;mitochondrion catalytic 3.299 3.642 1.10
oxidase [O0S=Saccharomyces YMLO86C process;response to activity;nucleotide
cerevisiae $288c] stimulus binding

P16451 Pyruvate dehydrogenase 853107 PDX1; metabolic process mitochondrion;organelle lumen catalytic 4.055 4.505 111
complex protein X YGR193C activity;structural
component, mitochondrial molecule activity
[0S=Saccharomyces
cerevisiae $288c]

P53982 isocitrate dehydrogenase 855723 IDP3; metabolic process cytoplasm;mitochondrion catalytic 1.943 2.162 111
[NADP] [0S=Saccharomyces YNLOOSW activity;metal ion
cerevisiae $288c] binding;nucleotide

binding

Q05931 Heat shock protein S5Q1, 851084 s$sQ1; cell organization and mitochondrion;organelle lumen nucleotide 0.995 1.113 1.12
mitochondrial YLR369W biogenesis;metabolic binding;protein
[0S=Saccharomyces process binding
cerevisiae S288c]

P38077 ATP synthase subunit 852327 ATP3; metabolic membrane;mitochondrion catalytic 11.328 12.689 1.12
gamma, mitochondrial YBRO39W process;transport activity;transporter
[OS=Saccharomyces activity
cerevisiae $288c]

P25374 Cysteine desulfurase, 850343 NFS1; cell organization and mitochondrion;nucleus catalytic 2.594 2.914 1.12
mitochondrial YCLO17C biogenesis;cellular activity;metal ion
[OS=Saccharomyces homeostasis;metabolic binding;protein
cerevisiae 5288c] process binding

P38071 Enoyl-[acyl-carrier protein] 852314 ETR1; metabolic process mitochondrion;organelle lumen catalytic activity;DNA 7.111 8.006 1.13
reductase [NADPH, B- YBR026C binding;metal ion
specific], mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]

P01120 Ras-like protein 2 855625 RAS2; cell communication;cell membrane;mitochondrion;nucleus catalytic 4.484 5.062 1.13
[OS=Saccharomyces YNLO98C differentiation;metabol activity;nucleotide
cerevisiae 5288c] ic process;regulation of binding;protein

biological binding
process;response to
stimulus;transport

P16622 Ferrochelatase, 854347 HEM15; metabolic process membrane;mitochondrion catalytic activity 5.579 6.305 1.13
mitochondrial YOR176
[OS=Saccharomyces W
cerevisiae $288c]

P48527 Tyrosine--tRNA ligase, 856007 MSY1; metabolic process cytoplasm;cytosol;mitochondrion;organelle lumen catalytic 1.154 1.31 1.14
mitochondrial YPLO97W activity;nucleotide
[OS=Saccharomyces binding;RNA binding
cerevisiae 5288c]

Q04458 Fatty aldehyde 855137 HFD1; metabolic process endoplasmic catalytic activity 1.783 2.03 1.14
dehydrogenase HFD1 YMR110C reticulum;endosome;membrane;mitochondrion
[OS=Saccharomyces
cerevisiae $288c]

P53266 Cytochrome oxidase 853009 SHY1; cell organization and membrane;mitochondrion protein binding 1.783 2.03 1.14
assembly protein SHY1 YGR112 biogenesis
[0S=Saccharomyces w
cerevisiae S288c]

P27929 37S ribosomal protein NAM9, 855585 NAMY; cell organization and mitochondrion;ribosome RNA 0.931 1.062 1.14
mitochondrial YNL137C biogenesis;metabolic binding;structural
[0S=Saccharomyces process;regulation of molecule activity
cerevisiae S288c] biological process

P43567 alanine--glyoxylate 850514 AGX1; metabolic process cytosol;mitochondrion catalytic activity 2.481 2.831 1.14
aminotransferase 1 YFLO30W
[0S=Saccharomyces
cerevisiae $288c]

P38988 Mitochondrial GTP/GDP 851329 GGC1; cell organization and membrane;mitochondrion structural molecule 3.642 4.179 1.15
carrier protein 1 YDL198C biogenesis;cellular activity;transporter
[0S=Saccharomyces homeostasis;metabolic activity
cerevisiae 5288c] process;transport

P43616 Cys-Gly metallodipeptidase 850605 DUGL; metabolic process cytoplasm;mitochondrion;ribosome catalytic 1.154 1.326 1.15
dugl [0S=Saccharomyces YFRO44C activity;metal ion
cerevisiae $288c] binding

P28817 3-hydroxyisobutyryl-CoA 851606 EHD3; metabolic process mitochondrion catalytic activity 1.212 1.395 1.15
hydrolase, mitochondrial YDR036C
[0S=Saccharomyces
cerevisiae $288c]

Q12480 Probable electron transfer 856112 AIMA45; metabolic mitochondrion;organelle lumen catalytic 3.467 4.012 1.16
flavoprotein subunit alpha, YPR0O04C process;transport activity;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]

P10662 37S ribosomal protein MRP1, 851948 MRP1; cell organization and mitochondrion;ribosome antioxidant 2.981 3.467 1.16
mitochondrial YDR347 biogenesis;metabolic activity;catalytic
[0S=Saccharomyces W process;response to activity;metal ion
cerevisiae $288c] stimulus binding;structural

molecule activity

P39525 3-oxoacyl-[acyl-carrier- 856790 CEM1; metabolic process mitochondrion catalytic activity 1.848 2.162 1.17

protein] synthase homolog YER061C

[OS=Saccharomyces
cerevisiae 5288c]
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P12687 54S ribosomal protein L2, 855727 MRP7; cell organization and mitochondrion;ribosome catalytic activity;RNA 1.848 2.162 1.17
mitochondrial YNLOOS5C biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae $288c]

P53881 54S ribosomal protein L22, 855544 MRPL22; cell organization and mitochondrion;ribosome RNA 1.994 2.34 1.17
mitochondrial YNL177C biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]

Q12230 Sphingolipid long chain base- 856103 LSP1; regulation of biological cytoplasm;membrane;mitochondrion 14.849 17.478 1.18
responsive protein LSP1 YPLOO4C process;response to
[0S=Saccharomyces stimulus;transport
cerevisiae $288c]

P12695 Dihydrolipoyllysine-residue 855653 LAT1; metabolic process mitochondrion;organelle lumen catalytic activity 7.003 8.284 1.18
acetyltransferase component YNLO71W
of pyruvate dehydrogenase
complex, mitochondrial
[0S=Saccharomyces
cerevisiae $288c]

P36112 MICOS complex subunit 853886 FCJ1; cell organization and membrane;mitochondrion 12.895 15.379 1.19
Mic60 [OS=Saccharomyces MIC60; biogenesis;transport
cerevisiae $288c] YKRO16W

Q08223 Altered inheritance of 854103 AIM39; cytosol;membrane;mitochondrion 0.711 0.848 1.19
mitochondria protein 39, YOLOS3W
mitochondrial
[OS=Saccharomyces
cerevisiae 5288c]

Q02486 ARS-binding factor 2, 855094 ABF2; cell organization and chromosome;mitochondrion;nucleus DNA binding 69.17 82.768 1.20
mitochondrial YMRO72 biogenesis;metabolic
[OS=Saccharomyces W process;regulation of
cerevisiae 5288c] biological process

P38885 Altered inheritance of 856606 AIM46; mitochondrion catalytic activity 1.404 1.683 1.20
mitochondria protein 46, YHR199C
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]

P22136 ATPase expression protein 2, 855325 AEP2; metabolic mitochondrion RNA binding 0.359 0.431 1.20
mitochondrial YMR282C process;regulation of
[0S=Saccharomyces biological process
cerevisiae $288c]

P39002 long-chain-fatty-acid--CoA 854808 FAA3; metabolic process catalytic 0.413 0.496 1.20
ligase 3 [0S=Saccharomyces YILOO9W activity;nucleotide
cerevisiae S288c] binding

Q08818 Meiotic sister-chromatid 854536 MSC6; metabolic process mitochondrion;organelle lumen RNA binding 1.154 1.387 1.20
recombination protein 6, YOR354C
mitochondrial
[OS=Saccharomyces
cerevisiae $288c]

P02992 elongation factor Tu, 854359 TUF1; cell organization and mitochondrion catalytic 23.245 27.943 1.20
mitochondrial YOR187 biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces w process binding;RNA binding
cerevisiae $288c]

P49367 Homoaconitase, 851820 LYS4; metabolic process mitochondrion catalytic 1.276 1.54 1.21
mitochondrial YDR234 activity;metal ion
[0S=Saccharomyces W binding;protein
cerevisiae S288c] binding

Q12320 Hydroxyacylglutathione 854205 GLO4; metabolic process mitochondrion;organelle lumen catalytic 1.081 1.31 1.21
hydrolase, mitochondrial YORO040 activity;metal ion
[OS=Saccharomyces W binding
cerevisiae S288c]

P08067 cytochrome b-c1 complex 856689 RIP1; metabolic membrane;mitochondrion catalytic 55.234 67.129 1.22
subunit Rieske, mitochondrial YELO24W process;transport activity;metal ion
[0S=Saccharomyces binding;transporter
cerevisiae $288c] activity

P25719 Peptidyl-prolyl cis-trans 854897 CPR3; cell death;metabolic mitochondrion;organelle lumen catalytic activity 2.981 3.642 1.22
isomerase C, mitochondrial YMLO78 process
[0S=Saccharomyces w
cerevisiae S288c]

Q03798 Altered inheritance of 855189 AIM36; membrane;mitochondrion 1.336 1.637 1.23
mitochondria protein 36, YMR157C
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]

P17558 37S ribosomal protein 854329 PET123; cell organization and mitochondrion;ribosome structural molecule 1.448 1.783 1.23
PET123, mitochondrial YOR158 biogenesis;metabolic activity
[0S=Saccharomyces w process
cerevisiae $288c]

P04037 cytochrome c oxidase subunit 852688 COX4; cell organization and membrane;mitochondrion catalytic 34.112 42.288 1.24
4, mitochondrial YGL187C biogenesis;metabolic activity;metal ion
[0S=Saccharomyces process;transport binding;transporter
cerevisiae S288c] activity

P38705 Serine--tRNA ligase, 856402 DIA4; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.417 0.52 1.25
mitochondrial YHRO11 activity;nucleotide
[OS=Saccharomyces w binding
cerevisiae 5288c]

P48360 Probable 851982 ARH1; cellular cytoplasm;membrane;mitochondrion;organelle lumen catalytic activity 0.45 0.562 1.25
NADPH:adrenodoxin YDR376 homeostasis;metabolic
oxidoreductase, w process;transport

mitochondrial
[OS=Saccharomyces
cerevisiae 5288c]
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Q04599 54S ribosomal protein L1, 851694 MRPL1; cell organization and mitochondrion;ribosome RNA 1.069 1.336 1.25
mitochondrial YDR116C biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae $288c]

P19516 Cytochrome c oxidase 855971 COX11; cell organization and membrane;mitochondrion;ribosome metal ion binding 1.069 1.336 1.25
assembly protein COX11, YPL132W biogenesis;metabolic
mitochondrial process
[0S=Saccharomyces
cerevisiae $288c]

P39006 Phosphatidylserine 855552 PSD1; metabolic membrane;mitochondrion catalytic activity 0.487 0.61 1.25
decarboxylase proenzyme 1, YNL169C process;regulation of
mitochondrial biological process
[0S=Saccharomyces
cerevisiae $288c]

P36046 Mitochondrial 853639 MIA40; cellular component membrane;mitochondrion catalytic 2.3 2,914 1.27
intermembrane space import YKL195W movement;metabolic activity;protein
and assembly protein 40 process;response to binding;transporter
[0S=Saccharomyces stimulus;transport activity
cerevisiae $288c]

P37267 Assembly factor cbp4 cell organization and membrane;mitochondrion 5.579 7.111 1.27
[0S=Saccharomyces biogenesis
cerevisiae S288c]

P32335 Protein MSS51, 850900 MSS51; metabolic membrane;mitochondrion protein 1.512 1.929 1.28
mitochondrial YLR203C process;regulation of binding;translation
[OS=Saccharomyces biological process regulator activity
cerevisiae 5288c]

P14908 Mitochondrial transcription 855268 MTF1; metabolic mitochondrion;organelle lumen catalytic activity;DNA 0.778 0.995 1.28
factor 1 [0S=Saccharomyces YMR228 process;regulation of binding;RNA binding
cerevisiae $288c] W biological process

P25375 Saccharolysin 850301 PRD1; metabolic process cytoplasm;Golgi;mitochondrion;vacuole catalytic 0.216 0.278 1.29
[OS=Saccharomyces YCLO57W activity;metal ion
cerevisiae 5288c] binding

P11914 Mitochondrial-processing 856419 MAS2; metabolic membrane;mitochondrion;organelle lumen catalytic 2.311 2.981 1.29
peptidase subunit alpha YHR024C process;transport activity;metal ion
[OS=Saccharomyces binding;protein
cerevisiae 5288c] binding

Q04935 Cytochrome c oxidase 851817 COX20; cell organization and membrane;mitochondrion protein binding 1.894 2.455 1.30
protein 20, mitochondrial YDR231C biogenesis;metabolic
[0S=Saccharomyces process
cerevisiae S288c]

P42847 37S ribosomal protein S18, 855410 MRPS18; cell organization and mitochondrion;ribosome RNA 1.054 1.371 1.30
mitochondrial YNL306W biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae S288c]

P53969 Sorting assembly machinery 855705 SAM50; cell organization and membrane;mitochondrion protein 0.374 0.487 1.30
50 kDa subunit YNLO26W biogenesis;transport binding;transporter
[OS=Saccharomyces activity
cerevisiae S288c]

P07213 Mitochondrial import 855602 TOM70; cell organization and membrane;mitochondrion protein 1.728 2.257 1.31
receptor subunit TOM70 YNL121C biogenesis;transport binding;transporter
[OS=Saccharomyces activity
cerevisiae 5288c]

Q01852 Mitochondrial import inner 854790 TIM44; transport membrane;mitochondrion nucleotide 4.125 5.404 1.31
membrane translocase YILO22W binding;protein
subunit TIM44 binding
[0S=Saccharomyces
cerevisiae S288c]

P07266 Mitochondrial RNA-splicing 854839 MRS1; cell organization and mitochondrion;organelle lumen catalytic activity;DNA 0.425 0.557 1.31
protein MRS1 YIR021W biogenesis;metabolic binding;RNA binding
[0S=Saccharomyces process
cerevisiae S288c]

Q03327 Mitochondrial fusion and 852081 UGO1; cell organization and membrane;mitochondrion protein 0.425 0.557 1.31
transport protein Ugol YDR470C biogenesis;metabolic binding;structural
[0S=Saccharomyces process molecule activity
cerevisiae $288c]

Q08968 UPF0061 protein FMP40 855879 FMP40; mitochondrion protein binding 2.495 3.27 131
[0S=Saccharomyces YPL222W
cerevisiae $288c]

Q02776 Mitochondrial import inner 856042 TIM50; cell organization and membrane;mitochondrion catalytic 7.483 9.857 1.32
membrane translocase YPLO63W biogenesis;metabolic activity;protein
subunit TIM50 process;transport binding;transporter
[0S=Saccharomyces activity
cerevisiae 5288c]

P36528 54S ribosomal protein L17, 855469 MRPL17; cell organization and mitochondrion;ribosome structural molecule 0.52 0.688 1.32
mitochondrial YNL252C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae 5288c]

P36163 mitochondrial 853962 OMA1; metabolic process membrane;mitochondrion catalytic 0.551 0.73 1.32
metalloendopeptidase OMA1 YKRO87C activity;metal ion
[0S=Saccharomyces binding
cerevisiae $288c]

Q03799 37S ribosomal protein S8, 855190 MRPS8; cell organization and mitochondrion;ribosome structural molecule 1.424 1.894 1.33
mitochondrial YMR158 biogenesis;metabolic activity
[0S=Saccharomyces W process
cerevisiae $288c]

Q12283 Malonyl CoA-acyl carrier 854396 MCT1; metabolic process mitochondrion catalytic activity 0.668 0.896 1.34
protein transacylase, YOR221C

mitochondrial
[OS=Saccharomyces
cerevisiae 5288c]
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P00424 Cytochrome c oxidase 855675 COX5A; metabolic membrane;mitochondrion catalytic 1.848 2.511 1.36
polypeptide 5A, YNLO52W process;transport activity;transporter
mitochondrial activity
[0S=Saccharomyces
cerevisiae $288c]
Q03713 Respiratory supercomplex 854978 RCF1; cell organization and membrane;mitochondrion 2.162 2.981 1.38
factor 1, mitochondrial YMLO30 biogenesis
[0S=Saccharomyces W
cerevisiae $288c]
P07236 Threonine--tRNA ligase, 853640 MST1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.233 0.322 1.38
mitochondrial YKL194C activity;nucleotide
[0S=Saccharomyces binding;RNA binding
cerevisiae $288c]
P36066 Protein MRG3-like 853725 YKL133C; metabolic process membrane;mitochondrion protein binding 0.655 0.911 1.39
[0S=Saccharomyces YKL133C
cerevisiae $288c]
P18900 hexaprenyl pyrophosphate 852288 coqQi; metabolic process membrane;mitochondrion catalytic 0.711 0.995 1.40
synthase, mitochondrial YBROO3W activity;metal ion
[0S=Saccharomyces binding;protein
cerevisiae $288c] binding
Q02784 Monothiol glutaredoxin-5, 856048 GRX5; cell organization and mitochondrion;organelle lumen catalytic 2.594 3.642 1.40
mitochondrial YPLO59W biogenesis;cellular activity;metal ion
[0S=Saccharomyces homeostasis;metabolic binding
cerevisiae $S288c] process;regulation of
biological
process;response to
stimulus
P38341 MICOS complex subunit 852566 AIMS; cell organization and membrane;mitochondrion 2.594 3.642 1.40
MIC12 [0S=Saccharomyces MIC12; biogenesis
cerevisiae $288c] YBR262C
P47015 Altered inheritance of 853310 AIM23; metabolic process mitochondrion RNA binding 0.35 0.492 1.41
mitochondria protein 23, YJL131C
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]
P53140 Protein RMD9, mitochondrial 852771 RMDSY; cell membrane;mitochondrion RNA binding 1.268 1.783 1.41
[OS=Saccharomyces YGL107C differentiation;metabol
cerevisiae 5288c] ic process;regulation of
biological process
P07342 Acetolactate synthase 855135 ILV2; metabolic process mitochondrion catalytic 5.236 7.377 1.41
catalytic subunit, YMR108 activity;metal ion
mitochondrial w binding;nucleotide
[OS=Saccharomyces binding
cerevisiae S288c]
Q04689 Altered inheritance of 854955 AIM32; 0.369 0.52 1.41
mitochondria protein 32 YMLO50
[0S=Saccharomyces w
cerevisiae S288c]
P54857 lipase 2 [0S=Saccharomyces 851628 TGL2; metabolic mitochondrion catalytic activity 0.369 0.52 1.41
cerevisiae S288c] YDR0O58C process;transport
P02381 Ribosomal protein VAR1, 854586 VARZ; cell organization and mitochondrion;ribosome structural molecule 1.31 1.848 1.41
mitochondrial Q0140 biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae $288c]
014467 multiprotein-bridging factor 1 854474 MBF1; metabolic cytoplasm;mitochondrion;nucleus DNA binding 131 1.848 1.41
[OS=Saccharomyces YOR298C process;regulation of
cerevisiae S288c] -A biological process
P36527 54S ribosomal protein L28, 852073 MRPL28; cell organization and mitochondrion;ribosome structural molecule 1.31 1.848 1.41
mitochondrial YDR462 biogenesis;metabolic activity
[0S=Saccharomyces W process
cerevisiae S288c]
P38152 Tricarboxylate transport 852594 CTP1; metabolic membrane;mitochondrion structural molecule 0.389 0.551 1.42
protein [OS=Saccharomyces YBR291C process;transport activity;transporter
cerevisiae 5288c] activity
P28239 Inorganic pyrophosphatase, 855309 PPA2; metabolic process cytoplasm;mitochondrion catalytic 0.413 0.585 1.42
mitochondrial YMR267 activity;metal ion
[0S=Saccharomyces w binding
cerevisiae $288c]
Q12298 uncharacterized ABC 851633 YDRO61 mitochondrion catalytic 0.425 0.604 1.42
transporter ATP-binding Ww; activity;nucleotide
protein YDRO61W YDRO61 binding
[0S=Saccharomyces w
cerevisiae 5288c]
Q03976 37S ribosomal protein 524, 851755 RSM24; cell organization and mitochondrion;ribosome structural molecule 0.905 1.291 1.43
mitochondrial YDR175C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae 5288c]
P38325 Mitochondrial outer 852531 0oM14; transport membrane;mitochondrion 9 12.895 1.43
membrane protein OM14 YBR230C
[0S=Saccharomyces
cerevisiae $288c]
Q04728 Arginine biosynthesis 855084 ARG7; metabolic process mitochondrion;organelle lumen catalytic activity 1.154 1.656 1.44
bifunctional protein ArgJ, YMR062C
mitochondrial
[OS=Saccharomyces
cerevisiae 5288c]
P38323 ATP-dependent clpX-like 852528 MCX1; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.501 0.719 1.44
chaperone, mitochondrial YBR227C activity;nucleotide

[OS=Saccharomyces
cerevisiae 5288c]

binding
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P41735 5-demethoxyubiquinone 854292 CATS; metabolic process membrane;mitochondrion catalytic 0.54 0.778 1.44
hydroxylase, mitochondrial YOR125C activity;metal ion
[0S=Saccharomyces binding
cerevisiae $288c]

Q08023 Protein FMP25, 850766 FMP25; cell organization and membrane;mitochondrion 0.968 1.412 1.46
mitochondrial YLRO77W biogenesis
[OS=Saccharomyces
cerevisiae $288c]

P38127 mitochondrial carrier protein 852491 RIM2; cell organization and membrane;mitochondrion structural molecule 1.239 1.818 1.47
RIM2 [OS=Saccharomyces YBR192W biogenesis;metabolic activity;transporter
cerevisiae 5288c] process;transport activity

P25573 Mitochondrial inner 850313 MGR1; metabolic process membrane;mitochondrion protein binding 0.701 1.031 1.47
membrane i-AAA protease YCLO44C
supercomplex subunit MGR1
[0S=Saccharomyces
cerevisiae $288c]

P35180 mitochondrial import 852973 TOM20; cell organization and membrane;mitochondrion protein 0.701 1.031 1.47
receptor subunit Tom20 YGRO082 biogenesis;transport binding;transporter
[0S=Saccharomyces W activity
cerevisiae $288c]

P08466 mitochondrial nuclease 853222 NUC1; cell death;metabolic membrane;mitochondrion;nucleus catalytic 1.336 1.976 1.48
[OS=Saccharomyces YJL208C process activity;metal ion
cerevisiae 5288c] binding

P40530 [Pyruvate dehydrogenase 854769 PKP1; metabolic process mitochondrion;organelle lumen catalytic 0.931 1.404 1.51
(acetyl-transferring)] kinase YiL042C activity;nucleotide
1, mitochondrial binding;protein
[OS=Saccharomyces binding
cerevisiae $288c]

P48237 Mitochondrial group I intron 853053 CCM1; cell organization and mitochondrion RNA binding 0.089 0.136 1.53
splicing factor CCM1 YGR150C biogenesis;metabolic
[OS=Saccharomyces process
cerevisiae $288c]

Q03153 ATPase synthesis protein 25, 855123 ATP25; cell organization and membrane;mitochondrion 0.116 0.179 1.54
mitochondrial YMRO098C biogenesis;regulation
[OS=Saccharomyces of biological process
cerevisiae $288c]

P36525 54S ribosomal protein L24, 855231 MRPL24; cell organization and mitochondrion;ribosome RNA 1.929 2.981 1.55
mitochondrial YMR193 biogenesis;metabolic binding;structural
[0S=Saccharomyces W process molecule activity
cerevisiae S288c]

P32048 Lysine--tRNA ligase, 855651 MSK1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.122 0.189 1.55
mitochondrial YNLO73W biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process;transport binding;RNA binding
cerevisiae S288c]

P33893 Glutamyl-tRNA(GIn) 852198 PET112; cell organization and mitochondrion catalytic 0.15 0.233 1.55
amidotransferase subunit B, YBLO8OC biogenesis;metabolic activity;nucleotide
mitochondrial process binding
[OS=Saccharomyces
cerevisiae 5288c]

P36101 tRNA 853841 TCD2; metabolic process cytosol;membrane;mitochondrion catalytic 0.616 0.957 1.55
threonylcarbamoyladenosine YKLO27W activity;nucleotide
dehydratase 2 ; binding
[0S=Saccharomyces YKLO27W
cerevisiae $288c]

P47150 37S ribosomal protein S7, 853578 RSM7; cell organization and mitochondrion;ribosome RNA 0.616 0.957 1.55
mitochondrial YJR113C biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]

P38771 Ribosome-recycling factor, 856433 RRF1; cell organization and mitochondrion RNA binding 1.254 1.955 1.56
mitochondrial YHRO38 biogenesis;metabolic
[OS=Saccharomyces w process
cerevisiae 5288c]

Q06510 Lysophosphatidylcholine 856262 TAZ1; cell organization and membrane;mitochondrion catalytic activity 0.194 0.304 1.57
acyltransferase YPR140W biogenesis;metabolic
[0S=Saccharomyces process;transport
cerevisiae 5288c]

P00427 Cytochrome c oxidase 856448 COX6; metabolic membrane;mitochondrion catalytic 4.623 7.254 1.57
subunit 6, mitochondrial YHRO51 process;transport activity;metal ion
[0S=Saccharomyces w binding;transporter
cerevisiae 5288c] activity

Q12467 MIOREX complex component 855935 YPL168W membrane;mitochondrion 0.202 0.318 1.57
4 [0S=Saccharomyces ; MRX4;
cerevisiae 5288c] YPL168W

P40012 protoporphyrinogen oxidase 856733 HEM14; metabolic process membrane;mitochondrion catalytic activity 1.482 2.36 1.59
[0S=Saccharomyces YER014W
cerevisiae $288c]

P32266 Dynamin-like GTPase MGM1, 854386 MGM1; cell organization and membrane;mitochondrion catalytic 0.28 0.448 1.60
mitochondrial YOR211C biogenesis activity;nucleotide
[0S=Saccharomyces binding;protein
cerevisiae 5288c] binding

P31334 54S ribosomal protein L9, 853135 MRPLSY; cell organization and mitochondrion;ribosome structural molecule 0.311 0.501 1.61
mitochondrial YGR220C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae 5288c]

P40098 uncharacterized 856931 FMP10; membrane;mitochondrion 2.36 3.833 1.62
mitochondrial membrane YER182W
protein FMP10
[0S=Saccharomyces
cerevisiae $288c]

P22353 54S ribosomal protein L8, 853382 MRPLS; cell organization and mitochondrion;ribosome structural molecule 0.359 0.585 1.63
mitochondrial YJLO63C biogenesis;metabolic activity
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[0S=Saccharomyces
cerevisiae $288c]

process

P34222 Peptidyl-tRNA hydrolase 2 852223 PTH2; regulation of biological cytoplasm;cytosol;membrane;mitochondrion catalytic 0.425 0.701 1.65
[0S=Saccharomyces YBLO57C process activity;protein
cerevisiae $288c] binding
P38175 37S ribosomal protein 852188 MRP21; cell organization and mitochondrion;ribosome structural molecule 0.425 0.701 1.65
MRP21, mitochondrial YBLO9OW biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae $288c]
P22135 Protein ATP12, mitochondrial 853259 ATP12; cell organization and mitochondrion protein binding 0.468 0.778 1.66
[0S=Saccharomyces YJL180C biogenesis
cerevisiae $288c]
P40515 Mitochondria fission 1 854745 FIS1; cell death;cell membrane;mitochondrion protein binding 0.468 0.778 1.66
protein [0S=Saccharomyces YILO65C organization and
cerevisiae 5288c] biogenesis;regulation
of biological process
Q03430 375 ribosomal protein 852105 RSM28; cell organization and mitochondrion;ribosome structural molecule 2.675 4.484 1.68
RSM28, mitochondrial YDR494 biogenesis;metabolic activity
[0S=Saccharomyces W process
cerevisiae $288c]
P42949 Mitochondrial import inner 853340 PAM16; transport membrane;mitochondrion protein binding 0.52 0.874 1.68
membrane translocase YJL104W
subunit TIM16
[OS=Saccharomyces
cerevisiae 5288c]
P36520 54S ribosomal protein L10, 855436 MRPL10; cell organization and mitochondrion;ribosome structural molecule 0.551 0.931 1.69
mitochondrial YNL284C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae S288c]
P28321 monoglyceride lipase 853768 YJU3; metabolic cytoplasm;endoplasmic catalytic activity 0.551 0.931 1.69
[OS=Saccharomyces YKLO94W process;regulation of reticulum;membrane;mitochondrion
cerevisiae 5288c] biological process
P53598 Succinyl-CoA ligase [ADP- 854310 LSC1; metabolic process cytosol;mitochondrion catalytic 9 15.238 1.69
forming] subunit alpha, YOR142 activity;nucleotide
mitochondrial W binding
[0S=Saccharomyces
cerevisiae S288c]
P22354 54S ribosomal protein L20, 853960 MRPL20; cell organization and mitochondrion;ribosome structural molecule 1.276 2.162 1.69
mitochondrial YKRO85C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae $288c]
P40471 NADPH-dependent 1- 854682 AYR1; metabolic process cytoplasm;endoplasmic catalytic activity 0.585 0.995 1.70
acyldihydroxyacetone YIL124W reticulum;membrane;mitochondrion
phosphate reductase
[0S=Saccharomyces
cerevisiae S288c]
P42844 Mitochondrial protein import 855406 7IM17; cell organization and membrane;mitochondrion;organelle lumen metal ion 0.585 0.995 1.70
protein ZIM17 YNL310C biogenesis;metabolic binding;protein
[0S=Saccharomyces process;regulation of binding
cerevisiae $288c] biological
process;response to
stimulus;transport
P00128 Cytochrome b-c1 complex 852142 QCR7; cell organization and membrane;mitochondrion catalytic 15.681 26.826 1.71
subunit 7 YDR529C biogenesis;metabolic activity;transporter
[OS=Saccharomyces process;transport activity
cerevisiae 5288c]
P40165 NAD(P)H-hydrate epimerase 855521 YNL200C; metabolic process cytoplasm;mitochondrion catalytic 1.61 2.831 1.76
[0S=Saccharomyces YNL200C activity;metal ion
cerevisiae $288c] binding;nucleotide
binding
Q99297 Mitochondrial 2- 854397 0oDC2; metabolic membrane;mitochondrion structural molecule 0.778 1.371 1.76
oxodicarboxylate carrier 2 YOR222 process;transport activity;transporter
[0S=Saccharomyces w activity
cerevisiae 5288c]
P19262 Dihydrolipoyllysine-residue 851726 KGD2; cell organization and mitochondrion catalytic 5.7 10.053 1.76
succinyltransferase YDR148C biogenesis;metabolic activity;protein
component of 2-oxoglutarate process binding
dehydrogenase complex,
mitochondrial
[0S=Saccharomyces
cerevisiae 5288c]
P54003 Protein SUR7 854953 SUR7; cell membrane;mitochondrion 0.848 1.512 1.78
[0S=Saccharomyces YMLO52 differentiation;transpo
cerevisiae $288c] W rt
P15424 ATP-dependent RNA helicase 851775 MSS116; metabolic mitochondrion;organelle lumen catalytic 1.154 2.082 1.80
MSS116, mitochondrial YDR194C process;regulation of activity;nucleotide
[0S=Saccharomyces biological process binding;RNA binding
cerevisiae S288c]
P10849 mitochondrial transcription 851517 MTF2; metabolic process mitochondrion;organelle lumen protein binding;RNA 0.259 0.468 1.81
factor 2 [0S=Saccharomyces YDLO44C binding
cerevisiae $288c]
Q12289 mitochondrial carnitine 854267 CRC1; metabolic membrane;mitochondrion structural molecule 0.931 1.683 1.81
carrier [0S=Saccharomyces YOR100C process;transport activity;transporter
cerevisiae 5288c] activity
P51998 54S ribosomal protein yml6, 854983 YMLS6; cell organization and mitochondrion;ribosome RNA 0.931 1.683 1.81
mitochondrial YMLO25C biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae 5288c]
P53230 Phosphatidate 852937 TAMA41L; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.292 0.532 1.82
cytidylyltransferase, YGR046
mitochondrial W
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[0S=Saccharomyces
cerevisiae $288c]

P43122 tRNA N6-adenosine 851454 QRI7; cell organization and mitochondrion catalytic 0.334 0.616 1.84
threonylcarbamoyltransferas YDL104C biogenesis;metabolic activity;metal ion
e, mitochondrial process binding
[0S=Saccharomyces
cerevisiae $288c]
P38626 NADH-cytochrome b5 854768 CBR1; metabolic process endoplasmic reticulum;membrane;mitochondrion;nucleus catalytic activity 0.334 0.616 1.84
reductase 1 YIL043C
[0S=Saccharomyces
cerevisiae $288c]
Q05648 MIOREX complex component 851876 YDR282C; membrane;mitochondrion 0.35 0.65 1.86
10 [0S=Saccharomyces MRX10;
cerevisiae $288c] YDR282C
Q02771 Protein PET117, 856786 PET117; cell organization and mitochondrion 1.154 2.162 1.87
mitochondrial YERO58W biogenesis
[0S=Saccharomyces
cerevisiae $288c]
P36775 Lon protease homolog, 852259 PIM1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic activity;DNA 1.222 2.311 1.89
mitochondrial YBL022C biogenesis;metabolic binding;nucleotide
[0S=Saccharomyces process;regulation of binding;RNA binding
cerevisiae 5288c] biological
process;response to
stimulus
P38120 37S ribosomal protein S9, 852443 MRPS9; cell organization and mitochondrion;ribosome RNA 1.254 2.384 1.90
mitochondrial YBR146W biogenesis;metabolic binding;structural
[OS=Saccharomyces process molecule activity
cerevisiae $288c]
P40496 37S ribosomal protein S25, 854715 RSM25; cell organization and mitochondrion;ribosome structural molecule 0.468 0.896 191
mitochondrial YIL093C biogenesis;metabolic activity
[OS=Saccharomyces process
cerevisiae $288c]
Q06668 Methyltransferase OMS1, 851911 OMS1; metabolic process membrane;mitochondrion catalytic activity 0.484 0.931 1.92
mitochondrial YDR316
[OS=Saccharomyces W
cerevisiae $288c]
P21771 37S ribosomal protein S28, 851937 MRPS28; cell organization and mitochondrion;ribosome RNA 0.833 1.637 1.97
mitochondrial YDR337 biogenesis;metabolic binding;structural
[0S=Saccharomyces W process molecule activity
cerevisiae S288c]
P25038 Translation initiation factor 854135 IFM1; cell organization and mitochondrion;nucleus catalytic 0.054 0.11 2.04
IF-2, mitochondrial YOL023W biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces process binding;RNA binding
cerevisiae S288c]
P53848 Folic acid synthesis protein 855465 FOL1; metabolic process cytoplasm;membrane;mitochondrion catalytic 0.045 0.093 2.07
foll [0S=Saccharomyces YNL256W activity;metal ion
cerevisiae $288c] binding;nucleotide
binding
Q08622 Genetic interactor of 854380 GEP3; metabolic cytosol;membrane;mitochondrion catalytic 0.059 0.122 2.07
prohibitins 3, mitochondrial YOR205C process;transport activity;nucleotide
[0S=Saccharomyces binding;transporter
cerevisiae S288c] activity
P34231 Uncharacterized protein 853648 FAT3; cell organization and membrane;mitochondrion 0.093 0.194 2.09
YKL187C [OS=Saccharomyces YKL187C; biogenesis;transport
cerevisiae S288c] YKL187C
P38746 Obg-like ATPase homolog 856372 YLF2; mitochondrion nucleotide binding 0.093 0.194 2.09
[OS=Saccharomyces YHL014C
cerevisiae 5288c]
P38756 tRNA 856392 TCD1; metabolic process cytosol;membrane;mitochondrion catalytic 0.093 0.194 2.09
threonylcarbamoyladenosine YHRO003C; activity;nucleotide
dehydratase 1 YHRO03C binding
[0S=Saccharomyces
cerevisiae $288c]
P40452 Cytochrome c oxidase 854649 COA1; cell organization and membrane;mitochondrion protein binding 0.874 1.848 211
assembly factor 1 YIL157C biogenesis
[0S=Saccharomyces
cerevisiae 5288c]
Q08742 Thiosulfate sulfurtransferase 854460 RDL2; mitochondrion catalytic activity 0.874 1.848 211
RDL2, mitochondrial YOR286
[0S=Saccharomyces w
cerevisiae 5288c]
Q12393 Genetic interactor of 850780 GEPS5; cell organization and mitochondrion 0.122 0.259 2.12
prohibitin 5, mitochondrial YLRO91W biogenesis
[0S=Saccharomyces
cerevisiae 5288c]
P28737 Protein MSP1 852915 MSP1; cell organization and membrane;mitochondrion;nucleus catalytic 0.122 0.259 2.12
[0S=Saccharomyces YGR028 biogenesis;metabolic activity;nucleotide
cerevisiae $288c] w process;regulation of binding;protein
biological binding;RNA binding
process;response to
stimulus;transport
Q04472 Mitochondrial inner 855142 MGR3; metabolic process membrane;mitochondrion protein binding 0.15 0.322 2.15
membrane i-AAA protease YMR115
supercomplex subunit MGR3 W
[OS=Saccharomyces
cerevisiae 5288c]
P38816 thioredoxin reductase 2, 856506 TRR2; cellular cytoplasm;mitochondrion antioxidant 0.136 0.292 2.15
mitochondrial YHR106 homeostasis;metabolic activity;catalytic
[OS=Saccharomyces w process;regulation of activity

cerevisiae 5288c]

biological
process;response to
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stimulus

P21375 Fumarate reductase 2 853510 0osM1; metabolic process endoplasmic reticulum;mitochondrion catalytic 0.16 0.346 2.16
[0S=Saccharomyces YJRO51W activity;nucleotide
cerevisiae $288c] binding
P40502 Altered inheritance of 854722 AIM19; membrane;mitochondrion 0.995 2.162 2.17
mitochondria protein 19, YILO87C
mitochondrial
[0S=Saccharomyces
cerevisiae $288c]
Q01532-1 Cysteine proteinase 1, MCY1 metabolic cytoplasm;mitochondrion catalytic activity;DNA 0.179 0.389 217
mitochondrial process;regulation of binding;RNA binding
[0S=Saccharomyces biological
cerevisiae $288c] process;response to
stimulus
P36056 37S ribosomal protein S22, 853701 RSM22; cell organization and mitochondrion;ribosome catalytic 0.194 0.425 2.19
mitochondrial YKL155C biogenesis;metabolic activity;structural
[0S=Saccharomyces process molecule activity
cerevisiae $288c]
P41921 glutathione reductase 856014 GLR1; cellular cytoplasm;cytosol;mitochondrion;nucleus antioxidant 0.241 0.54 2.24
[0S=Saccharomyces YPLO91W homeostasis;metabolic activity;catalytic
cerevisiae $S288c] process;regulation of activity;nucleotide
biological binding
process;response to
stimulus
P49334 Mitochondrial import 855592 TOM22; cell organization and membrane;mitochondrion protein 0.292 0.668 2.29
receptor subunit tom22 YNL131W biogenesis;transport binding;transporter
[0S=Saccharomyces activity
cerevisiae S288c]
P14063 54S ribosomal protein L31, 853720 MRPL31; cell organization and mitochondrion;ribosome structural molecule 0.292 0.668 2.29
mitochondrial YKL138C biogenesis;metabolic activity
[0S=Saccharomyces process
cerevisiae S288c]
Q03246 37S ribosomal protein S17, 855226 MRPS17; cell differentiation;cell mitochondrion;ribosome RNA 0.931 2.162 2.32
mitochondrial YMR188C organization and binding;structural
[0S=Saccharomyces biogenesis;metabolic molecule activity
cerevisiae S288c] process
P53193 J-type co-chaperone JAC1, 852866 JACT; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.468 1.154 2.47
mitochondrial YGL018C biogenesis;metabolic
[0S=Saccharomyces process;transport
cerevisiae $288c]
P53157 Mitochondrial pyruvate 852800 FMP37; transport membrane;mitochondrion transporter activity 0.468 1.154 2.47
carrier 1 [0S=Saccharomyces MPC1;
cerevisiae S288c] YGLO8OW
P25087 Sterol 24-C- 855003 ERG6; metabolic process endoplasmic reticulum;membrane;mitochondrion catalytic activity 0.557 1.424 2.56
methyltransferase YMLOO8C
[0S=Saccharomyces
cerevisiae S288c]
P35999 Mitochondrial intermediate 853724 OCT1; cellular mitochondrion;organelle lumen catalytic 0.145 0.372 2.57
peptidase YKL134C homeostasis;metabolic activity;metal ion
[0S=Saccharomyces process;regulation of binding
cerevisiae S288c] biological process
P39112 Exoribonuclease II, 855331 DSS1; metabolic process mitochondrion;organelle lumen catalytic activity;RNA 0.087 0.233 2.68
mitochondrial YMR287C binding
[OS=Saccharomyces
cerevisiae $288c]
P42900 Sigma-like sequence protein 850830 SLS1; cell organization and membrane;mitochondrion protein binding 0.125 0.343 2.74
1, mitochondrial YLR139C biogenesis;metabolic
[OS=Saccharomyces process
cerevisiae $288c]
P38969 Pentamidine resistance 854440 PNT1; cell organization and membrane;mitochondrion 0.259 0.711 2.75
factor, mitochondrial YOR266 biogenesis;response to
[0S=Saccharomyces w stimulus
cerevisiae 5288c]
P22438 Methionine--tRNA ligase, 853081 MSM1; metabolic process cytoplasm;cytosol;mitochondrion;organelle lumen catalytic 0.136 0.377 2.77
mitochondrial YGR171C activity;nucleotide
[0S=Saccharomyces binding
cerevisiae $288c]
Q06089 Uncharacterized 856213 YPR098C; membrane;mitochondrion 0.778 2.162 2.78
mitochondrial outer YPR098C
membrane protein YPRO98C
[0S=Saccharomyces
cerevisiae 5288c]
P32493 ATPase expression protein 1, 855086 AEP1; regulation of biological mitochondrion translation regulator 0.15 0.417 2.78
mitochondrial YMRO64 process activity
[0S=Saccharomyces w
cerevisiae 5288c]
Q12032 Altered inheritance of 854390 AlM41; mitochondrion catalytic activity 1.61 4.623 2.87
mitochondria protein 41, YOR215C
mitochondrial
[0S=Saccharomyces
cerevisiae 5288c]
Q06698 Putative ATP-dependent RNA 851137 YLR419W metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.027 0.082 3.04
helicase YLR419W ; activity;nucleotide
[OS=Saccharomyces YLR419W binding;protein
cerevisiae 5288c] binding;RNA binding
P53234 Uncharacterized protein 852944 YGRO53C; 0.129 0.438 3.40
YGRO53C [OS=Saccharomyces YGRO53C
cerevisiae $288c]
P47039 Probable kynurenine-- 853386 BNA3; metabolic cytoplasm;mitochondrion catalytic activity 0.334 1.154 3.46
oxoglutarate transaminase YJLO6OW process;regulation of
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BNA3 [OS=Saccharomyces
cerevisiae $288c]

biological process

P39533 Homocitrate dehydratase, 853230 ACO2; metabolic process mitochondrion catalytic 0.17 0.688 4.05
mitochondrial YJL200C activity;metal ion
[0S=Saccharomyces binding
cerevisiae $288c]

Q02981 ABC1 family protein YPL109C, 855995 YPL109C; mitochondrion 0.059 0.259 4.39
mitochondrial YPL109C
[0S=Saccharomyces
cerevisiae $288c]

P53318 Ubiquinone biosynthesis 853170 COQs; metabolic process membrane;mitochondrion catalytic 0.077 0.346 4.49
monooxygenase COQ6, YGR255C activity;nucleotide
mitochondrial binding
[0S=Saccharomyces
cerevisiae $288c]

Q08926 ULP1-interacting protein 4 855916 UIP4; endoplasmic reticulum;membrane;mitochondrion;nucleus 0.136 0.668 491
[0S=Saccharomyces YPL186C
cerevisiae $288c]

P38825 Protein TOM71 856517 TOM71; transport membrane;mitochondrion protein 0.061 0.343 5.62
[0S=Saccharomyces YHR117 binding;transporter
cerevisiae 5288c] W activity

P48526 Isoleucine--tRNA ligase, 856067 ISM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle lumen catalytic 0.081 0.477 5.89
mitochondrial YPLO40C biogenesis;metabolic activity;nucleotide

[OS=Saccharomyces
cerevisiae 5288c]

process;regulation of
biological process

binding
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Supplemental Table S2. The relative concentrations of proteins in mitochondria purified from
WT cells cultured with or without LCA. Mitochondria were purified from WT cells recovered on

day 4 of cell culturing with or without LCA. Mass spectrometry-based identification and quantitation

of proteins recovered in purified mitochondria were performed as described in Materials and methods.
The exponentially modified protein abundance index (emPAl) provided by the "Proteome Discoverer”
software was used to calculate the relative abundance of mitochondrial proteins between specified
datasets. Data on the relative concentrations of mitochondrial proteins are presented as means of 2

independent experiments.

Accession Description Entrez Gene ID Biological Process Cellular Component Molecular emPA emPA Ratio
Gene Function IWT IWT WT +
D +LCA LCA/
WT
P00127 Cytochrome b-c1 complex subunit 6 85059 QCR6 metabolic process; transport membrane; mitochondrion catalytic activity; 1.371 0.334 0.24
3 transporter
activity
Q96VHS5 MICOS complex subunit Mic10 85030 MOS1 cell organization and biogenesis membrane; mitochondrion 6.197 1.683 0.27
0
P53230 Phosphatidate cytidylyltransferase, 85293 TAMA41; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.668 0.186 0.28
mitochondrial [0S=Saccharomyces 7 YGR046
cerevisiae $288c] W
P14693 sorting assembly machinery 35 kDa 85648 SAM35; cell organization and membrane;mitochondrion protein binding 0.54 0.155 0.29
subunit [0S=Saccharomyces 3 YHRO083 biogenesis;transport
cerevisiae $288c] W
P32332 Mitochondrial oxaloacetate 85373 OAC1; metabolic process;transport membrane;mitochondrion structural 4,995 1.783 0.36
transport protein 9 YKL120 molecule
[0S=Saccharomyces cerevisiae w activity;transporte
5288c] r activity
P47131 TMEM14 protein homolog YJRO85C 85354 YJRO85 membrane;mitochondrion 2.162 0.778 0.36
[OS=Saccharomyces cerevisiae 7 C;
5288c] YJRO85
C
P53163 54S ribosomal protein L12, 85281 MNP1; cell organization and mitochondrion;ribosome RNA 1.31 0.52 0.40
mitochondrial [0S=Saccharomyces 1 YGLO68 biogenesis;metabolic process binding;structural
cerevisiae 5288c] W molecule activity
P47140 Altered inheritance rate of 85356 AIM25; cell organization and biogenesis membrane;mitochondrion transporter 0.874 0.369 0.42
mitochondria protein 25 3 YJR100 activity
[OS=Saccharomyces cerevisiae C
5288c]
P39515 mitochondrial import inner 85329 TIM17; cell organization and membrane;mitochondrion protein 0.778 0.334 0.43
membrane translocase subunit 8 YJL143 biogenesis;transport binding;transporte
Tim17 [0S=Saccharomyces w r activity
cerevisiae S288c]
P09938 Ribonucleoside-diphosphate 85342 RNR2; metabolic process cytoplasm;cytosol;nucleus catalytic 0.668 0.292 0.44
reductase small chain 1 7 YJLO26 activity;metal ion
[OS=Saccharomyces cerevisiae W binding;protein
5288c] binding
P40581 peroxiredoxin HYR1 85485 HYR1; metabolic process;response to cytoplasm;cytosol;mitochondrion;organelle antioxidant 0.585 0.259 0.44
[OS=Saccharomyces cerevisiae 5 YIR037 stimulus lumen activity;catalytic
$5288c] W activity
P38152 Tricarboxylate transport protein 85259 CTP1; metabolic process;transport membrane;mitochondrion structural 0.551 0.245 0.44
[OS=Saccharomyces cerevisiae 4 YBR291 molecule
5288c] C activity;transporte
r activity
Q08970 Mitochondrial metal transporter 2 85587 MMT2; cellular homeostasis;regulation of membrane;mitochondrion transporter 0.407 0.186 0.46
[OS=Saccharomyces cerevisiae 7 YPL224 biological process;response to activity
5288c] C stimulus;transport
P25270 rRNA methyltransferase 1, 85437 MRM1; metabolic process mitochondrion catalytic 0.274 0.129 0.47
mitochondrial [0S=Saccharomyces 6 YOR201 activity;RNA
cerevisiae $288c] C binding
P29704 squalene synthase 85659 ERGY; metabolic process endoplasmic catalytic activity 0.222 0.105 0.47
[OS=Saccharomyces cerevisiae 7 YHR190 reticulum;membrane;mitochondrion
5288c] W
Q06005 Octanoyltransferase, mitochondrial 85094 LIP2; metabolic process cytoplasm;mitochondrion catalytic activity 0.245 0.116 0.47
[OS=Saccharomyces cerevisiae 0 YLR239
5288c] C
P38169 Kynurenine 3-monooxygenase 85217 BNA4; metabolic process membrane;mitochondrion catalytic 0.172 0.083 0.48
[0S=Saccharomyces cerevisiae 9 YBL0O98 activity;nucleotide
5288c] W binding
P81450 ATP synthase subunit J, 85489 ATP1S8; cell organization and membrane;mitochondrion catalytic 9 4.623 0.51
mitochondrial [0S=Saccharomyces 3 YMLO81 biogenesis;metabolic activity;transporte
cerevisiae 5288c] C-A process;transport r activity
P40165 NAD(P)H-hydrate epimerase 85552 YNL200 metabolic process cytoplasm;mitochondrion catalytic 2.162 1.154 0.53
[0S=Saccharomyces cerevisiae 1 C; activity;metal ion
5288c] YNL200 binding;nucleotide
C binding
P01097 ATPase inhibitor, mitochondrial 85134 INH1; metabolic process;regulation of mitochondrion catalytic 2.162 1.154 0.53
[OS=Saccharomyces cerevisiae 7 YDL181 biological process activity;enzyme
5288c] w regulator

activity;protein
binding
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P39525 3-oxoacyl-[acyl-carrier-protein] 85679 CEM1; metabolic process mitochondrion catalytic activity 2.899 1.565 0.54
synthase homolog 0 YERO61
[0S=Saccharomyces cerevisiae C
5288¢]
P54003 Protein SUR7 [0S=Saccharomyces 85495 SUR7; cell differentiation;transport membrane;mitochondrion 1.512 0.848 0.56
cerevisiae $288c] 3 YMLO52
W
Q12359 Ammonia transport outward 85199 ATO3; transport membrane;mitochondrion transporter 0.995 0.585 0.59
protein 3 [0S=Saccharomyces 2 YDR384 activity
cerevisiae $288c] C
P25642 54S ribosomal protein IMG2, 85043 IMG2; cell organization and mitochondrion;ribosome structural 0.778 0.468 0.60
mitochondrial [0S=Saccharomyces 4 YCRO71 biogenesis;metabolic process molecule activity
cerevisiae $288c] C
Q02888 Inner membrane assembly complex 85600 AlM43; cell organization and biogenesis membrane;mitochondrion protein binding 0.701 0.425 0.61
subunit 17 [0S=Saccharomyces 5 INA17;
cerevisiae $288c] YPL0O99
C
P32799 Cytochrome c oxidase subunit 6A, 85268 COX13; cell organization and membrane;mitochondrion catalytic 18.95 11.58 0.61
mitochondrial [0S=Saccharomyces 4 YGL191 biogenesis;metabolic activity;enzyme 3 9
cerevisiae $288c] w process;regulation of biological regulator
process;transport activity;transporte
r activity
P53212 Probable transcriptional regulatory 85290 YGR021 mitochondrion 0.585 0.359 0.61
protein HAH1 [OS=Saccharomyces 4 w;
cerevisiae $288c] YGR021
W
Q06567 ABC1 family protein MCP2 85095 YLR253 cell organization and biogenesis membrane;mitochondrion 0.484 0.301 0.62
[0S=Saccharomyces cerevisiae 5 w;
5288c] MCP2;
YLR253
W
P53234 Uncharacterized protein YGR053C 85294 YGRO53 0.438 0.274 0.63
[OS=Saccharomyces cerevisiae 4 C;
5288c] YGRO53
C
Q03028 Mitochondrial 2-oxodicarboxylate 85596 0oDC1; metabolic process;transport membrane;mitochondrion structural 5.813 3.642 0.63
carrier 1 [0S=Saccharomyces 9 YPL134 molecule
cerevisiae 5288c] C activity;transporte
r activity
Q3E824 Uncharacterized protein YOR020W- 14664 YOR020 metabolic process;transport membrane;mitochondrion 5.813 3.642 0.63
A [OS=Saccharomyces cerevisiae 80 W-A;
5288c] YOR020
W-A
P0O0560 Phosphoglycerate kinase 85037 PGK1; metabolic process cytoplasm;membrane;mitochondrion catalytic 6.356 4.012 0.63
[0S=Saccharomyces cerevisiae 0 YCRO12 activity;nucleotide
5288c] W binding
P33310 ATP-dependent permease MDL1, 85088 MDL1; transport membrane;mitochondrion catalytic 0.833 0.528 0.63
mitochondrial [0S=Saccharomyces 5 YLR188 activity;nucleotide
cerevisiae $288c] w binding;transporte
r activity
P15992 heat shock protein 26 85236 HSP26; metabolic process;response to cytoplasm;mitochondrion;nucleus protein 4.878 3.125 0.64
[0S=Saccharomyces cerevisiae 4 YBRO72 stimulus binding;RNA
5288c] W binding
P07253 cytochrome B pre-mRNA- 85241 CBP6; cell organization and mitochondrion;ribosome 4.179 2.728 0.65
processing protein 6 7 YBR120 biogenesis;metabolic
[0S=Saccharomyces cerevisiae C process;regulation of biological
5288c] process
P39006 Phosphatidylserine decarboxylase 85555 PSD1; metabolic process;regulation of membrane;mitochondrion catalytic activity 0.743 0.487 0.66
proenzyme 1, mitochondrial 2 YNL169 biological process
[0S=Saccharomyces cerevisiae C
5288¢]
P00045 Cytochrome c iso-2 85667 CYC7; metabolic process;transport mitochondrion metal ion binding 1.512 0.995 0.66
[0S=Saccharomyces cerevisiae 2 YELO39
5288¢] C
Q06143 mitochondrial dicarboxylate 85106 DIC1; metabolic process;transport membrane;mitochondrion structural 1.404 0.931 0.66
transporter [0S=Saccharomyces 3 YLR348 molecule
cerevisiae 5288c] C activity;transporte
r activity
P14832 peptidyl-prolyl cis-trans isomerase 85173 CPR1; cell differentiation;cell organization cytoplasm;mitochondrion;nucleus catalytic 1.31 0.874 0.67
[OS=Saccharomyces cerevisiae 3 YDR155 and biogenesis;metabolic activity;RNA
5288c] C process;regulation of biological binding
process;transport
P42949 Mitochondrial import inner 85334 PAM16; transport membrane;mitochondrion protein binding 1.31 0.874 0.67
membrane translocase subunit 0 YJL104
TIM16 [0S=Saccharomyces w
cerevisiae $288c]
Q12298 uncharacterized ABC transporter 85163 YDRO61 mitochondrion catalytic 0.512 0.343 0.67
ATP-binding protein YDRO61W 3 w; activity;nucleotide
[OS=Saccharomyces cerevisiae YDRO61 binding
5288c] W
Q03799 37S ribosomal protein S8, 85519 MRPSS; cell organization and mitochondrion;ribosome structural 1.031 0.701 0.68
mitochondrial [0S=Saccharomyces 0 YMR15 biogenesis;metabolic process molecule activity
cerevisiae $288c] 8W
Q12428 Probable 2-methylcitrate 85610 PDH1; metabolic process cytoplasm;membrane;mitochondrion catalytic activity 18.11 12.33 0.68
dehydratase [0S=Saccharomyces 8 YPROO2 5
cerevisiae 5288c] Y
P40086 Cytochrome c oxidase assembly 85688 COX15; cell organization and membrane;mitochondrion catalytic 2.594 1.783 0.69
protein cox15 [OS=Saccharomyces 4 YER141 biogenesis;metabolic activity;transporte
cerevisiae 5288c] W process;transport r activity
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P00445 Superoxide dismutase [Cu-Zn] 85356 SOD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.848 1.31 0.71
[0S=Saccharomyces cerevisiae 8 YJR104 biogenesis;cellular activity;catalytic
5288c] C homeostasis;metabolic activity;metal ion
process;regulation of biological binding;protein
process;response to stimulus binding
P17695 Glutaredoxin-2, mitochondrial 85212 GRX2; cellular homeostasis;metabolic cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.848 131 0.71
[0S=Saccharomyces cerevisiae 4 YDR513 process;regulation of biological activity;catalytic
5288c] w process;response to activity
stimulus;transport
Q04689 Altered inheritance of mitochondria 85495 AIM32; 0.52 0.369 0.71
protein 32 [0S=Saccharomyces 5 YMLO50
cerevisiae $288c] W
P00360 glyceraldehyde-3-phosphate 85339 TDH1; metabolic process cytoplasm;cytosol;membrane;mitochondrio catalytic 1.721 1.228 0.71
dehydrogenase 1 5 YJLO52 n activity;nucleotide
[0S=Saccharomyces cerevisiae w binding
5288¢]
P53311 Mitochondrial pyruvate carrier 3 85315 FMP43; transport membrane;mitochondrion transporter 1.61 1.154 0.72
[0S=Saccharomyces cerevisiae 8 MPC3; activity
5288c] YGR243
W
P53326 Uncharacterized protein YGR266W 85318 YGR266 membrane;mitochondrion 1.081 0.778 0.72
[OS=Saccharomyces cerevisiae 2 w;
5288c] YGR266
W
P19657 plasma membrane ATPase 2 85607 PMA2; cellular homeostasis;metabolic membrane;mitochondrion catalytic 10.93 7.886 0.72
[0S=Saccharomyces cerevisiae 1 YPLO36 process;transport activity;metal ion 8
$288c] w binding;nucleotide
binding;transporte
r activity
P48360 Probable NADPH:adrenodoxin 85198 ARH1; cellular homeostasis;metabolic cytoplasm;membrane;mitochondrion;organ catalytic activity 0.346 0.25 0.72
oxidoreductase, mitochondrial 2 YDR376 process;transport elle lumen
[0S=Saccharomyces cerevisiae w
5288¢]
P25087 Sterol 24-C-methyltransferase 85500 ERGS6; metabolic process endoplasmic catalytic activity 1.424 1.031 0.72
[OS=Saccharomyces cerevisiae 3 YMLO08 reticulum;membrane;mitochondrion
5288c] C
P39722 Mitochondrial Rho GTPase 1 85124 GEM1; cell organization and membrane;mitochondrion catalytic 0.259 0.189 0.73
[0S=Saccharomyces cerevisiae 9 YALO48 biogenesis;regulation of biological activity;metal ion
5288c] C process;response to binding;nucleotide
stimulus;transport binding
P38885 Altered inheritance of mitochondria 85660 AlM46; mitochondrion catalytic activity 2.728 1.994 0.73
protein 46, mitochondrial 6 YHR199
[0S=Saccharomyces cerevisiae C
5288¢]
P39518 Long-chain-fatty-acid--CoA ligase 2 85673 FAA2; metabolic process;transport cytoplasm;mitochondrion catalytic 0.619 0.455 0.74
[OS=Saccharomyces cerevisiae 4 YERO15 activity;nucleotide
$288c] W binding
Q99297 Mitochondrial 2-oxodicarboxylate 85439 0oDC2; metabolic process;transport membrane;mitochondrion structural 1.054 0.778 0.74
carrier 2 [0S=Saccharomyces 7 YOR222 molecule
cerevisiae $288c] w activity;transporte
r activity
P28817 3-hydroxyisobutyryl-CoA hydrolase, 85160 EHD3; metabolic process mitochondrion catalytic activity 1.395 1.043 0.75
mitochondrial [0S=Saccharomyces 6 YDRO36
cerevisiae 5288c] C
P33759 37S ribosomal protein S5, 85255 MRPS5; cell organization and mitochondrion;ribosome RNA 0.778 0.585 0.75
mitochondrial [0S=Saccharomyces 3 YBR251 biogenesis;metabolic process binding;structural
cerevisiae S288c] W molecule activity
P40012 protoporphyrinogen oxidase 85673 HEM14; metabolic process membrane;mitochondrion catalytic activity 2.162 1.637 0.76
[OS=Saccharomyces cerevisiae 3 YER014
5288c] W
P50087 MICOS subunit MIC26 85315 MOS2; cell organization and biogenesis membrane;mitochondrion 1.683 1.276 0.76
[0S=Saccharomyces cerevisiae 0 MIC26;
$288c] YGR235
C
Q02883 N-acyl-phosphatidylethanolamine- 85600 FMP30; metabolic process membrane;mitochondrion catalytic 0.557 0.425 0.76
hydrolyzing phospholipase D, 1 YPL103 activity;metal ion
mitochondrial [0S=Saccharomyces C binding
cerevisiae $288c]
Q12032 Altered inheritance of mitochondria 85439 AlM41; mitochondrion catalytic activity 2.831 2.162 0.76
protein 41, mitochondrial 0 YOR215
[0S=Saccharomyces cerevisiae C
5288¢]
P23641 mitochondrial phosphate carrier 85354 MIR1; metabolic process;transport membrane;mitochondrion protein 30.62 23.48 0.77
protein [OS=Saccharomyces 0 YJRO77 binding;structural 3 4
cerevisiae 5288c] C molecule
activity;transporte
r activity
P40485 Phosphatidylinositol 4,5- 85470 SLM1; cell organization and cytoplasm;membrane;mitochondrion 1.371 1.054 0.77
bisphosphate-binding protein SLM1 1 YIL105C biogenesis;regulation of biological
[0S=Saccharomyces cerevisiae process;response to
5288c] stimulus;transport
Q07500 External NADH-ubiquinone 85147 NDE2; metabolic process mitochondrion catalytic 13.67 10.65 0.78
oxidoreductase 2, mitochondrial 4 YDLO85 activity;nucleotide 8 9
[0S=Saccharomyces cerevisiae w binding
5288¢]
P43617 Uncharacterized mitochondrial 85060 YFR045 metabolic process;transport membrane;mitochondrion structural 0.995 0.778 0.78
carrier YFRO45W 6 w; molecule
[0S=Saccharomyces cerevisiae YFR045 activity;transporte
5288c] W r activity
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P46681 D-lactate dehydrogenase 85137 DLD2; metabolic process mitochondrion;organelle lumen catalytic 1.829 1.438 0.79
[cytochrome] 2, mitochondrial 6 YDL178 activity;nucleotide
[0S=Saccharomyces cerevisiae w binding;protein
5288c] binding
P00410 Cytochrome c oxidase subunit 2 85462 COX2; metabolic process;transport membrane;mitochondrion catalytic 4.623 3.642 0.79
[0S=Saccharomyces cerevisiae 2 Q0250 activity;metal ion
5288c] binding;protein
binding;transporte
r activity
P36101 tRNA threonylcarbamoyladenosine 85384 TCD2; metabolic process cytosol;membrane;mitochondrion catalytic 0.778 0.616 0.79
dehydratase 2 [0S=Saccharomyces 1 YKLO27 activity;nucleotide
cerevisiae $288c] w; binding
YKLO27
W
P32387 54S ribosomal protein L41, 85201 MRP20; cell organization and mitochondrion;ribosome nucleotide 1.581 1.254 0.79
mitochondrial [0S=Saccharomyces 4 YDR405 biogenesis;metabolic process binding;protein
cerevisiae $288c] w binding;RNA
binding;structural
molecule activity
P27697 Atypical kinase COQ8, 85275 CcoaQs; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.453 0.365 0.81
mitochondrial [0S=Saccharomyces 8 YGL119 activity;nucleotide
cerevisiae S288c] W binding
P18239 ADP,ATP carrier protein 2 85225 PETY; cell death;metabolic membrane;mitochondrion structural 110.0 89.06 0.81
[OS=Saccharomyces cerevisiae 0 YBLO30 process;transport molecule 34 3
5288c] C activity;transporte
r activity
P40035 Mitochondrial phosphate carrier 85677 PIC2; cellular homeostasis;metabolic membrane;mitochondrion structural 1.637 1.336 0.82
protein 2 [0S=Saccharomyces 9 YERO53 process;transport molecule
cerevisiae $288c] C activity;transporte
r activity
P38127 mitochondrial carrier protein RIM2 85249 RIM2; cell organization and membrane;mitochondrion structural 1.512 1.239 0.82
[0S=Saccharomyces cerevisiae 1 YBR192 biogenesis;metabolic molecule
$288c] w process;transport activity;transporte
r activity
P38120 37S ribosomal protein S9, 85244 MRPS9; cell organization and mitochondrion;ribosome RNA 2.384 1.955 0.82
mitochondrial [0S=Saccharomyces 3 YBR146 biogenesis;metabolic process binding;structural
cerevisiae S288c] W molecule activity
P53969 Sorting assembly machinery 50 kDa 85570 SAMS50; cell organization and membrane;mitochondrion protein 0.743 0.61 0.82
subunit [0S=Saccharomyces 5 YNLO26 biogenesis;transport binding;transporte
cerevisiae $288c] W r activity
Q12289 mitochondrial carnitine carrier 85426 CRC1; metabolic process;transport membrane;mitochondrion structural 1.404 1.154 0.82
[OS=Saccharomyces cerevisiae 7 YOR100 molecule
$288c] C activity;transporte
r activity
Q12482 Mitochondrial aspartate-glutamate 85613 AGC1; metabolic process;transport membrane;mitochondrion structural 0.348 0.292 0.84
transporter AGC1 2 YPRO21 molecule
[0S=Saccharomyces cerevisiae C activity;transporte
5288c] r activity
Q06668 Methyltransferase OMS1, 85191 OMS1; metabolic process membrane;mitochondrion catalytic activity 0.693 0.585 0.84
mitochondrial [0S=Saccharomyces 1 YDR316
cerevisiae 5288c] W
Q04013 Citrate/oxoglutarate carrier protein 85528 YHM2; cell organization and membrane;mitochondrion DNA 3.467 2.981 0.86
[OS=Saccharomyces cerevisiae 2 YMR24 biogenesis;metabolic binding;structural
$288c] 1w process;transport molecule
activity;transporte
r activity
P00925 Enolase 2 [OS=Saccharomyces 85657 ENO2; metabolic process;regulation of cytoplasm;cytosol;membrane;mitochondrio catalytic 1.212 1.043 0.86
cerevisiae 5288c] 9 YHR174 biological process n;vacuole activity;metal ion
w binding;protein
binding
P36066 Protein MRG3-like 85372 YKL133 metabolic process membrane;mitochondrion protein binding 1.054 0.911 0.86
[0S=Saccharomyces cerevisiae 5 C;
5288c] YKL133
C
P40098 uncharacterized mitochondrial 85693 FMP10; membrane;mitochondrion 5.952 5.158 0.87
membrane protein FMP10 1 YER182
[0S=Saccharomyces cerevisiae w
5288¢]
P32266 Dynamin-like GTPase MGM1, 85438 MGM1; cell organization and biogenesis membrane;mitochondrion catalytic 0.448 0.389 0.87
mitochondrial [0S=Saccharomyces 6 YOR211 activity;nucleotide
cerevisiae 5288c] C binding;protein
binding
Q08179 Mitochondrial distribution and 85413 MDM38 cell organization and membrane;mitochondrion 6.079 5.31 0.87
morphology protein 38 0 ; biogenesis;cellular
[0S=Saccharomyces cerevisiae YOL027 homeostasis;regulation of
5288c] C biological process;transport
P27929 37S ribosomal protein NAM9, 85558 NAMS; cell organization and mitochondrion;ribosome RNA 1.062 0.931 0.88
mitochondrial [0S=Saccharomyces 5 YNL137 biogenesis;metabolic binding;structural
cerevisiae $288c] C process;regulation of biological molecule activity
process
P25374 Cysteine desulfurase, mitochondrial 85034 NFS1; cell organization and mitochondrion;nucleus catalytic 2.594 23 0.89
[0S=Saccharomyces cerevisiae 3 YCLO17 biogenesis;cellular activity;metal ion
5288c] C homeostasis;metabolic process binding;protein
binding
P32335 Protein MSS51, mitochondrial 85090 MSS51; metabolic process;regulation of membrane;mitochondrion protein 1.929 1.712 0.89
[0S=Saccharomyces cerevisiae 0 YLR203 biological process binding;translatio
5288c] C n regulator
activity
P00359 Glyceraldehyde-3-phosphate 85310 TDH3; cell death;metabolic process cytoplasm;cytosol;membrane;mitochondrio catalytic 7.185 6.406 0.89
dehydrogenase 3 6 YGR192 n;nucleus activity;nucleotide
[OS=Saccharomyces cerevisiae C binding;RNA
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5288c] binding
P32191 Glycerol-3-phosphate 85465 GUT2; metabolic process membrane;mitochondrion catalytic activity 8.522 7.633 0.90
dehydrogenase, mitochondrial 1 YIL155C
[0S=Saccharomyces cerevisiae
5288¢]
P33311 ATP-dependent permease MDL2, 85585 MDL2; response to stimulus;transport membrane;mitochondrion catalytic 1.116 1.006 0.90
mitochondrial [0S=Saccharomyces 8 YPL270 activity;nucleotide
cerevisiae $288c] w binding;transporte
r activity
Q08818 Meiotic sister-chromatid 85453 MSC6; metabolic process mitochondrion;organelle lumen RNA binding 1.047 0.945 0.90
recombination protein 6, 6 YOR354
mitochondrial [0S=Saccharomyces C
cerevisiae $288c]
P40047 Aldehyde dehydrogenase 5, 85680 ALD5; metabolic process mitochondrion;organelle lumen catalytic activity 2.384 2.162 0.91
mitochondrial [0S=Saccharomyces 4 YERO73
cerevisiae $288c] W
P32843 Mitochondrial escape protein 2 85534 YME2; cell organization and membrane;mitochondrion nucleotide 5.158 4.68 0.91
[0S=Saccharomyces cerevisiae 8 YMR30 biogenesis;metabolic process binding;RNA
5288c] 2C binding
P16547 Mitochondrial outer membrane 85467 0OM45; membrane;mitochondrion 250.1 228.0 0.91
protein OM45 [0S=Saccharomyces 0 YIL136 89 87
cerevisiae $288c] W
P07256 Cytochrome b-c1 complex subunit 85223 COR1; metabolic process;transport membrane;mitochondrion catalytic 18.78 17.16 0.91
1, mitochondrial 5 YBLO45 activity;metal ion 3 6
[0S=Saccharomyces cerevisiae C binding;protein
$288c] binding;transporte
r activity
P53312 Succinyl-CoA ligase [ADP-forming] 85315 LSC2; metabolic process mitochondrion catalytic 20.01 18.51 0.92
subunit beta, mitochondrial 9 YGR244 activity;nucleotide 7 3
[OS=Saccharomyces cerevisiae C binding
5288¢]
P07251 ATP synthase subunit alpha, 85217 ATP1; metabolic process;transport cytosol;membrane;mitochondrion catalytic 34.93 32.71 0.94
mitochondrial [0S=Saccharomyces 7 YBLO99 activity;nucleotide 8 1
cerevisiae $288c] w binding;transporte
r activity
P04840 Mitochondrial outer membrane 85566 POR1; cell death;cell organization and cytoplasm;membrane;mitochondrion transporter 15.23 15.23 1.00
protein porin 1 [0S=Saccharomyces 9 YNLO55 biogenesis;cellular activity 8 8
cerevisiae $288c] C homeostasis;regulation of
biological process;transport
P53252 sphingolipid long chain base- 85297 PIL1; cell organization and cytoplasm;membrane;mitochondrion protein binding 16.19 16.19 1.00
responsive protein PIL1 7 YGR086 biogenesis;regulation of biological 1 1
[0S=Saccharomyces cerevisiae C process;response to
5288c] stimulus;transport
P40215 External NADH-ubiquinone 85517 NDE1; metabolic process mitochondrion catalytic 5.469 5.469 1.00
oxidoreductase 1, mitochondrial 6 YMR14 activity;nucleotide
[OS=Saccharomyces cerevisiae 5C binding
5288¢]
P07213 Mitochondrial import receptor 85560 TOM70; cell organization and membrane;mitochondrion protein 3.642 3.642 1.00
subunit TOM70 [0S=Saccharomyces 2 YNL121 biogenesis;transport binding;transporte
cerevisiae $288c] C r activity
P07246 Alcohol dehydrogenase 3, 85510 ADH3; metabolic process mitochondrion;organelle lumen catalytic 10.15 10.15 1.00
mitochondrial [0S=Saccharomyces 7 YMRO08 activity;metal ion 9 9
cerevisiae 5288c] 3wW binding
P43635 Citrate synthase 3, mitochondrial 85610 CIT3; metabolic process mitochondrion catalytic activity 5.529 5.529 1.00
[0S=Saccharomyces cerevisiae 7 YPROO1
5288¢] w
P32473 Pyruvate dehydrogenase E1 85252 PDB1; metabolic process mitochondrion;organelle lumen catalytic activity 9 9 1.00
component subunit beta, 2 YBR221
mitochondrial [0S=Saccharomyces C
cerevisiae $288c]
P12695 Dihydrolipoyllysine-residue 85565 LATY; metabolic process mitochondrion;organelle lumen catalytic activity 6.43 6.43 1.00
acetyltransferase component of 3 YNLO71
pyruvate dehydrogenase complex, w
mitochondrial [0S=Saccharomyces
cerevisiae $288c]
P49367 Homoaconitase, mitochondrial 85182 LYS4; metabolic process mitochondrion catalytic 1.54 1.54 1.00
[OS=Saccharomyces cerevisiae 0 YDR234 activity;metal ion
5288c] w binding;protein
binding
P36013 NAD-dependent malic enzyme, 85383 MAEL; metabolic process mitochondrion;organelle lumen catalytic 1.985 1.985 1.00
mitochondrial [0S=Saccharomyces 9 YKLO29 activity;metal ion
cerevisiae 5288c] C binding;nucleotide
binding
P07143 Cytochrome c1, heme protein, 85423 CYTL; metabolic process;transport cytosol;membrane;mitochondrion metal ion binding 23.24 23.24 1.00
mitochondrial [0S=Saccharomyces 1 YOR065 5 5
cerevisiae $288c] W
P16622 Ferrochelatase, mitochondrial 85434 HEM15; metabolic process membrane;mitochondrion catalytic activity 6.305 6.305 1.00
[OS=Saccharomyces cerevisiae 7 YOR176
5288c] W
P43567 alanine--glyoxylate 85051 AGX1; metabolic process cytosol;mitochondrion catalytic activity 2.162 2.162 1.00
aminotransferase 1 4 YFLO30
[OS=Saccharomyces cerevisiae w
5288c]
Q03104 Meiotic sister chromatid 85491 MSC1; metabolic process endoplasmic reticulum;membrane;mitochondrion 2.415 2.415 1.00
recombination protein 1 1 YML128
[OS=Saccharomyces cerevisiae C
$288c]
P39925 Mitochondrial respiratory chain 85673 AFG3; cell organization and membrane;mitochondrion catalytic 1.342 1.342 1.00
complexes assembly protein AFG3 7 YER017 biogenesis;metabolic activity;metal ion




[0S=Saccharomyces cerevisiae C process;response to binding;nucleotide
5288c] stimulus;transport binding;protein
binding
P05626 ATP synthase subunit 4, 85602 ATP4; cell organization and membrane;mitochondrion catalytic 4.995 4.995 1.00
mitochondrial [0S=Saccharomyces 7 YPLO78 biogenesis;metabolic activity;transporte
cerevisiae 5288c] C process;transport r activity
P53982 isocitrate dehydrogenase [NADP] 85572 IDP3; metabolic process cytoplasm;mitochondrion catalytic 2.652 2.652 1.00
[0S=Saccharomyces cerevisiae 3 YNLOO9 activity;metal ion
5288c] w binding;nucleotide
binding
Q07651 SUR7 family protein FMP45 85130 FMP45; cell differentiation;cell organization membrane;mitochondrion 4.878 4.878 1.00
[OS=Saccharomyces cerevisiae 4 YDL222 and biogenesis
5288c] C
P25039 Elongation factor G, mitochondrial 85075 MEF1; cell organization and cytosol;mitochondrion catalytic 0.931 0.931 1.00
[0S=Saccharomyces cerevisiae 8 YLRO69 biogenesis;metabolic process activity;nucleotide
5288c] C binding;RNA
binding
P10662 37S ribosomal protein MRP1, 85194 MRP1; cell organization and mitochondrion;ribosome antioxidant 2.981 2.981 1.00
mitochondrial [0S=Saccharomyces 8 YDR347 biogenesis;metabolic activity;catalytic
cerevisiae $288c] w process;response to stimulus activity;metal ion
binding;structural
molecule activity
P42940 Probable electron transfer 85312 CIR1; metabolic process;transport mitochondrion;organelle lumen 4.623 4.623 1.00
flavoprotein subunit beta 1 YGR207
[OS=Saccharomyces cerevisiae C
5288¢]
P32317 Protein AFG1 [OS=Saccharomyces 85665 AFG1; cell organization and membrane;mitochondrion catalytic 1.326 1.326 1.00
cerevisiae 5288c] 8 YELO52 biogenesis;metabolic activity;nucleotide
w process;response to binding
stimulus;transport
Q04438 Stationary phase protein 4 85513 SPG4; 15.68 15.68 1.00
[0S=Saccharomyces cerevisiae 4 YMR10 1 1
5288¢] 7W
P32787 Mitochondrial genome 85360 MGM10 cell organization and chromosome;mitochondrion DNA binding 3.281 3.281 1.00
maintenance protein MGM101 9 1; biogenesis;metabolic
[0S=Saccharomyces cerevisiae YIR144 process;response to stimulus
5288¢] w
Q07349 MIOREX complex component 9 85153 YDLO27 endoplasmic reticulum;membrane;mitochondrion 1.913 1.913 1.00
[0S=Saccharomyces cerevisiae 5 C;
5288c] MRX9;
YDLO27
C
P53266 Cytochrome oxidase assembly 85300 SHY1; cell organization and biogenesis membrane;mitochondrion protein binding 1.154 1.154 1.00
protein SHY1 [OS=Saccharomyces 9 YGR112
cerevisiae 5288c] W
P81449 ATP synthase subunit e, 85192 TIM11; cell organization and membrane;mitochondrion catalytic 9 9 1.00
mitochondrial [0S=Saccharomyces 2 YDR322 biogenesis;metabolic activity;structural
cerevisiae 5288c] C-A process;transport molecule
activity;transporte
r activity
P10834 protein PET54 [OS=Saccharomyces 85313 PET54; metabolic process;regulation of membrane;mitochondrion;organelle lumen nucleotide 1.565 1.565 1.00
cerevisiae 5288c] 7 YGR222 biological process binding;RNA
w binding;translatio
n regulator
activity
P43594 MICOS complex subunit MIC19 85056 AIM13; cell organization and biogenesis cytoplasm;membrane;mitochondrion 4.337 4.337 1.00
[OS=Saccharomyces cerevisiae 3 MIC19;
$288c] YFRO11
C
P23644 Mitochondrial import receptor 85524 TOMA40; transport cytosol;membrane;mitochondrion protein 1.154 1.154 1.00
subunit TOM40 [0S=Saccharomyces 3 YMR20 binding;transporte
cerevisiae 5288c] 3W r activity
P36141 Putative redox protein fmp46, 85392 FMP46; metabolic process mitochondrion catalytic 4.337 4.337 1.00
mitochondrial [0S=Saccharomyces 3 YKRO49 activity;protein
cerevisiae 5288c] C binding
P53206 putative cysteine synthase 85289 YGR0O12 metabolic process catalytic activity 0.817 0.817 1.00
[0S=Saccharomyces cerevisiae 5 w;
5288c] YGR0O12
W
P08466 mitochondrial nuclease 85322 NUC1; cell death;metabolic process membrane;mitochondrion;nucleus catalytic 1.637 1.637 1.00
[0S=Saccharomyces cerevisiae 2 YJL208C activity;metal ion
5288c] binding
Q12165 ATP synthase subunit delta, 85156 ATP16; metabolic process;transport membrane;mitochondrion catalytic 4.623 4.623 1.00
mitochondrial [0S=Saccharomyces 0 YDLO04 activity;transporte
cerevisiae 5288c] W r activity
P21560 Protein CBP3, mitochondrial 85588 CBP3; cell organization and membrane;mitochondrion;ribosome 1.424 1.424 1.00
[OS=Saccharomyces cerevisiae 6 YPL215 biogenesis;regulation of biological
5288c] W process
P04806 Hexokinase-1 [0S=Saccharomyces 85061 HXK1; cellular homeostasis;metabolic cytoplasm;cytosol;mitochondrion catalytic 1.043 1.043 1.00
cerevisiae 5288c] 4 YFRO53 process;transport activity;nucleotide
C binding
Q03798 Altered inheritance of mitochondria 85518 AIM36; membrane;mitochondrion 1.637 1.637 1.00
protein 36, mitochondrial 9 YMR15
[0S=Saccharomyces cerevisiae 7C
5288¢]
P12686 37S ribosomal protein MRP13, 85297 MRP13; cell organization and mitochondrion;ribosome structural 1.239 1.239 1.00
mitochondrial [0S=Saccharomyces 5 YGR084 biogenesis;metabolic process molecule activity
cerevisiae $288c] C
P11325 Leucine--tRNA ligase, mitochondrial 85109 NAM?2; cell organization and cytosol;mitochondrion;organelle lumen catalytic 0.353 0.353 1.00
[OS=Saccharomyces cerevisiae 8 YLR382 biogenesis;metabolic activity;nucleotide
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5288c] C process;regulation of biological binding;RNA
process binding
Q04935 Cytochrome c oxidase protein 20, 85181 COX20; cell organization and membrane;mitochondrion protein binding 2.455 2.455 1.00
mitochondrial [0S=Saccharomyces 7 YDR231 biogenesis;metabolic process
cerevisiae $288c] C
P38825 Protein TOM71 [OS=Saccharomyces 85651 TOM71; transport membrane;mitochondrion protein 0.512 0.512 1.00
cerevisiae $288c] 7 YHR117 binding;transporte
W r activity
P37267 Assembly factor cbp4 CBP4 cell organization and biogenesis membrane;mitochondrion 7.111 7.111 1.00
[0S=Saccharomyces cerevisiae
5288¢]
Q06678 54S ribosomal protein L35, 85192 MRPL35 cell organization and mitochondrion;ribosome structural 1.031 1.031 1.00
mitochondrial [0S=Saccharomyces 1 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YDR322
W
P40508 Uncharacterized protein YILO77C 85473 YILO77C mitochondrion 0.896 0.896 1.00
[0S=Saccharomyces cerevisiae 3 ;
5288c] YILO77C
P38072 Protein SCO2, mitochondrial 85231 SC02; cell organization and membrane;mitochondrion antioxidant 1.154 1.154 1.00
[0S=Saccharomyces cerevisiae 2 YBRO24 biogenesis;cellular activity;catalytic
$5288c] w homeostasis;metabolic activity;metal ion
process;transport binding
P48569 Uncharacterized protein YDL183C 85134 YDL183 transport 1.069 1.069 1.00
[0S=Saccharomyces cerevisiae 5 C;
5288c] YDL183
C
P00950 Phosphoglycerate mutase 1 85370 GPM1; metabolic process;regulation of cytoplasm;cytosol;membrane;mitochondrio catalytic activity 1.929 1.929 1.00
[0S=Saccharomyces cerevisiae 5 YKL152 biological process n
5288¢] [¢
Q04472 Mitochondrial inner membrane i- 85514 MGR3; metabolic process membrane;mitochondrion protein binding 0.52 0.52 1.00
AAA protease supercomplex 2 YMR11
subunit MGR3 [OS=Saccharomyces 5W
cerevisiae $288c]
Q12349 ATP synthase subunit H, 85100 ATP14; cell organization and membrane;mitochondrion catalytic 2.728 2.728 1.00
mitochondrial [0S=Saccharomyces 2 YLR295 biogenesis;metabolic activity;transporte
cerevisiae S288c] C process;transport r activity
P18496 Mitochondrial ATPase complex 85110 ATP10; cell organization and biogenesis cytoplasm;membrane;mitochondrion protein binding 1.239 1.239 1.00
subunit ATP10 [OS=Saccharomyces 9 YLR393
cerevisiae 5288c] W
Q04172 Sensitive to high expression protein 85200 SHES; cell organization and biogenesis membrane;mitochondrion 0.374 0.374 1.00
9, mitochondrial 2 YDR393
[OS=Saccharomyces cerevisiae w
5288c]
P40416 Iron-sulfur clusters transporter 85534 ATM1; cellular homeostasis;metabolic membrane;mitochondrion catalytic 0.453 0.453 1.00
ATM1, mitochondrial 7 YMR30 process;transport activity;nucleotide
[OS=Saccharomyces cerevisiae 1C binding;transporte
$5288c] r activity
P40502 Altered inheritance of mitochondria 85472 AIM19; membrane;mitochondrion 1.512 1.512 1.00
protein 19, mitochondrial 2 YILO87C
[0S=Saccharomyces cerevisiae
5288¢]
P36516 54S ribosomal protein L3, 85503 MRPL3; cell organization and mitochondrion;nucleus;ribosome catalytic 0.743 0.743 1.00
mitochondrial [0S=Saccharomyces 9 YMRO02 biogenesis;metabolic activity;RNA
cerevisiae 5288c] 4w process;response to stimulus binding;structural
molecule activity
P38771 Ribosome-recycling factor, 85643 RRF1; cell organization and mitochondrion RNA binding 1.254 1.254 1.00
mitochondrial [0S=Saccharomyces 3 YHRO038 biogenesis;metabolic process
cerevisiae 5288c] W
P32453 Protein ATP11, mitochondrial 85540 ATP11; cell organization and biogenesis mitochondrion protein binding 1.239 1.239 1.00
[OS=Saccharomyces cerevisiae 1 YNL315
5288c] C
Q02981 ABC1 family protein YPL109C, 85599 YPL109 mitochondrion 0.334 0.334 1.00
mitochondrial [0S=Saccharomyces 5 C;
cerevisiae $288c] YPL109
C
P39002 long-chain-fatty-acid--CoA ligase 3 85480 FAA3; metabolic process catalytic 0.334 0.334 1.00
[0S=Saccharomyces cerevisiae 8 YILOO9 activity;nucleotide
5288c] W binding
P25372 Thioredoxin-3, mitochondrial 85044 TRX3; cellular homeostasis;metabolic cytoplasm;mitochondrion catalytic activity 2.511 2.511 1.00
[OS=Saccharomyces cerevisiae 4 YCR083 process;regulation of biological
5288c] w process;response to
stimulus;transport
P38797 Protein phosphatase 2C homolog 7, 85647 PTC7; metabolic process mitochondrion catalytic 0.688 0.688 1.00
mitochondrial [0S=Saccharomyces 5 YHRO76 activity;metal ion
cerevisiae $288c] w binding;protein
binding
P40159 Uncharacterized protein YNL208W 85551 YNL208 membrane;mitochondrion;ribosome 0.668 0.668 1.00
[0S=Saccharomyces cerevisiae 3 w;
5288c] YNL208
W
Q12283 Malonyl CoA-acyl carrier protein 85439 MCT1; metabolic process mitochondrion catalytic activity 0.896 0.896 1.00
transacylase, mitochondrial 6 YOR221
[OS=Saccharomyces cerevisiae C
5288c]
P38702 mitochondrial carrier protein LEUS 85639 LEUS; metabolic process;transport membrane;mitochondrion structural 0.468 0.468 1.00
[OS=Saccharomyces cerevisiae 1 YHR002 molecule
5288c] w activity;transporte
r activity
P53732 37S ribosomal protein $12, 85577 MRPS1 cell organization and mitochondrion;ribosome structural 1.783 1.783 1.00
mitochondrial [0S=Saccharomyces 2 2; biogenesis;metabolic process molecule activity




cerevisiae 5288c] YNRO36
C
P28239 Inorganic pyrophosphatase, 85530 PPA2; metabolic process cytoplasm;mitochondrion catalytic 0.585 0.585 1.00
mitochondrial [0S=Saccharomyces 9 YMR26 activity;metal ion
cerevisiae $288c] 7W binding
P14908 Mitochondrial transcription factor 1 85526 MTF1; metabolic process;regulation of mitochondrion;organelle lumen catalytic 0.585 0.585 1.00
[0S=Saccharomyces cerevisiae 8 YMR22 biological process activity;DNA
5288¢] 8w binding;RNA
binding
P36163 mitochondrial 85396 OMA1; metabolic process membrane;mitochondrion catalytic 0.73 0.73 1.00
metalloendopeptidase OMAL 2 YKRO87 activity;metal ion
[0S=Saccharomyces cerevisiae C binding
5288¢]
Q12233 ATP synthase subunit g, 85613 ATP20; cell organization and membrane;mitochondrion catalytic 1.371 1.371 1.00
mitochondrial [0S=Saccharomyces 1 YPR020 biogenesis;metabolic activity;transporte
cerevisiae $288c] W process;transport r activity
P37299 cytochrome b-c1 complex subunit 85639 QCR10; metabolic process;transport membrane;mitochondrion catalytic 5.31 5.31 1.00
10 [0S=Saccharomyces cerevisiae 0 YHRO01 activity;transporte
5288c] W-A r activity
P33421 Succinate dehydrogenase 85371 SDH3; cell organization and membrane;mitochondrion catalytic 1.276 1.276 1.00
[ubiquinone] cytochrome b subunit, 6 YKL141 biogenesis;metabolic activity;metal ion
mitochondrial [0S=Saccharomyces w process;transport binding
cerevisiae $288c]
P23369 54S ribosomal protein L25, 85296 MRPL25 cell organization and mitochondrion;ribosome structural 1.31 1.31 1.00
mitochondrial [0S=Saccharomyces 7 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YGR0O76
C
P48526 Isoleucine--tRNA ligase, 85606 ISM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle catalytic 0.215 0.215 1.00
mitochondrial [0S=Saccharomyces 7 YPLO40 biogenesis;metabolic lumen activity;nucleotide
cerevisiae 5288c] C process;regulation of biological binding
process
P04807 Hexokinase-2 [0S=Saccharomyces 85263 HXK2; cell communication;cell cytosol;mitochondrion;nucleus catalytic 0.359 0.359 1.00
cerevisiae $288c] 9 YGL253 organization and biogenesis;cellular activity;nucleotide
w homeostasis;metabolic binding
process;regulation of biological
process;response to
stimulus;transport
P21306 ATP synthase subunit epsilon, 85585 ATP15; metabolic process;transport membrane;mitochondrion catalytic 2.162 2.162 1.00
mitochondrial [0S=Saccharomyces 7 YPL271 activity;transporte
cerevisiae S288c] W r activity
Q06485 Autophagy-related protein 33 85107 ATG33; cell communication;metabolic membrane;mitochondrion 1.371 1.371 1.00
[OS=Saccharomyces cerevisiae 0 YLR356 process;response to stimulus
5288c] W
Q08742 Thiosulfate sulfurtransferase RDL2, 85446 RDL2; mitochondrion catalytic activity 0.52 0.52 1.00
mitochondrial [0S=Saccharomyces 0 YOR286
cerevisiae S288c] W
Q07914 mitochondrial import inner 85069 PAM18; regulation of biological membrane;mitochondrion enzyme regulator 0.778 0.778 1.00
membrane translocase subunit 4 YLROO8 process;transport activity;protein
TIM14 [OS=Saccharomyces C binding;transporte
cerevisiae $288c] r activity
Q03557 Glutamyl-tRNA(GIn) 85533 HER2; cell organization and mitochondrion catalytic 0.259 0.259 1.00
amidotransferase subunit A, 8 YMR29 biogenesis;metabolic process activity;nucleotide
mitochondrial [0S=Saccharomyces 3C binding
cerevisiae 5288c]
P38172 MIOREX complex component 3 85218 YBLO95 membrane;mitochondrion 0.501 0.501 1.00
[0S=Saccharomyces cerevisiae 1 w;
5288c] MRX3;
YBLO95
W
P32785 Methionyl-tRNA formyltransferase, 85227 FMT1; metabolic process mitochondrion catalytic activity 0.179 0.179 1.00
mitochondrial [0S=Saccharomyces 0 YBLO13
cerevisiae 5288c] W
Q01976 ADP-ribose pyrophosphatase 85240 YSAL; metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.425 0.425 1.00
[OS=Saccharomyces cerevisiae 8 YBR111 activity;metal ion
5288c] C binding
P43122 tRNA N6-adenosine 85145 QRI7; cell organization and mitochondrion catalytic 0.212 0.212 1.00
threonylcarbamoyltransferase, 4 YDL104 biogenesis;metabolic process activity;metal ion
mitochondrial [0S=Saccharomyces C binding
cerevisiae 5288c]
P34224 Uncharacterized protein YBLO59W 85222 YBLO59 membrane;mitochondrion 0.468 0.468 1.00
[0S=Saccharomyces cerevisiae 1 w;
5288c] YBLO59
W
P21375 Fumarate reductase 2 85351 0OSM1; metabolic process endoplasmic reticulum;mitochondrion catalytic 0.25 0.25 1.00
[OS=Saccharomyces cerevisiae 0 YJRO51 activity;nucleotide
5288c] W binding
P38175 37S ribosomal protein MRP21, 85218 MRP21; cell organization and mitochondrion;ribosome structural 0.701 0.701 1.00
mitochondrial [0S=Saccharomyces 8 YBLO9O biogenesis;metabolic process molecule activity
cerevisiae $288c] W
POCX31 40S ribosomal protein S24-A 85680 RPS24A metabolic process cytoplasm;mitochondrion;ribosome nucleotide 0.585 0.585 1.00
[OS=Saccharomyces cerevisiae 5; ; binding;structural
5288c] 85474 RPS24B; molecule activity
1 YERO74
w;
YILO69C
Q03429 Mitochondrial zinc maintenance 85210 MzZM1; cell organization and mitochondrion;organelle lumen protein binding 0.334 0.334 1.00
protein 1, mitochondrial 4 YDR493 biogenesis;metabolic process
[OS=Saccharomyces cerevisiae w

5288c]
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074700 Mitochondrial import inner 85669 TIM9; cell organization and membrane;mitochondrion metal ion 0.468 0.468 1.00
membrane translocase subunit 3 YELO20 biogenesis;transport binding;protein
Tim9 [0S=Saccharomyces cerevisiae W-A binding;transporte
5288c] r activity
P18409 Mitochondrial distribution and 85122 MDM10 cell organization and membrane;mitochondrion protein binding 0.16 0.16 1.00
morphology protein 10 3 ; biogenesis;transport
[0S=Saccharomyces cerevisiae YALO10
5288¢] [«
P38876 peptidyl-tRNA hydrolase 85659 PTH1; cell organization and mitochondrion catalytic activity 0.194 0.194 1.00
[0S=Saccharomyces cerevisiae 6 YHR189 biogenesis;metabolic process
5288¢] w
P00420 Cytochrome c oxidase subunit 3 85462 COX3; metabolic process;transport membrane;mitochondrion catalytic 3.642 3.642 1.00
[0S=Saccharomyces cerevisiae 7 Q0275 activity;transporte
5288c] r activity
P34251 Uncharacterized oxidoreductase 85375 YKL107 metabolic process membrane catalytic activity 0.438 0.438 1.00
YKL107W [0S=Saccharomyces 3 w;
cerevisiae $288c] YKL107
W
P22438 Methionine--tRNA ligase, 85308 MSM1; metabolic process cytoplasm;cytosol;mitochondrion;organelle catalytic 0.136 0.136 1.00
mitochondrial [0S=Saccharomyces 1 YGR171 lumen activity;nucleotide
cerevisiae 5288c] C binding
P41735 5-demethoxyubiquinone 85429 CATS; metabolic process membrane;mitochondrion catalytic 0.334 0.334 1.00
hydroxylase, mitochondrial 2 YOR125 activity;metal ion
[OS=Saccharomyces cerevisiae C binding
5288¢]
Q3E7A4 COX assembly mitochondrial 85222 CMC2; cell organization and biogenesis cytoplasm;membrane;mitochondrion;nucle metal ion binding 0.931 0.931 1.00
protein 2 [0S=Saccharomyces 0 YBLO59 us
cerevisiae $288c] C-A
Q12375 mitochondrial ornithine transporter 85429 ORT1; metabolic process;transport membrane;mitochondrion structural 0.334 0.334 1.00
1 [OS=Saccharomyces cerevisiae 7 YOR130 molecule
$288c] C activity;transporte
r activity
Q12328 Mitochondrial import inner 85130 TIM22; cell organization and cytosol;membrane;mitochondrion protein 0.233 0.233 1.00
membrane translocase subunit 9 YDL217 biogenesis;transport binding;transporte
TIM22 [OS=Saccharomyces C r activity
cerevisiae 5288c]
P01098 ATPase-stabilizing factor 9 kDa, 85142 STF1; metabolic process;regulation of mitochondrion catalytic 2.162 2.162 1.00
mitochondrial [0S=Saccharomyces 6 YDL130 biological process activity;enzyme
cerevisiae 5288c] W-A regulator
activity;protein
binding
P28627 mitochondrial inner membrane 85518 IMP1; cell organization and membrane;mitochondrion catalytic activity 0.425 0.425 1.00
protease subunit 1 2 YMR15 biogenesis;metabolic process
[OS=Saccharomyces cerevisiae ocC
5288c]
P53081 NGG1-interacting factor 3 85265 NIF3; cytoplasm;mitochondrion 0.501 0.501 1.00
[0S=Saccharomyces cerevisiae 1 YGL221
5288¢] C
P14063 54S ribosomal protein L31, 85372 MRPL31 cell organization and mitochondrion;ribosome structural 0.668 0.668 1.00
mitochondrial [0S=Saccharomyces 0 ; biogenesis;metabolic process molecule activity
cerevisiae 5288c] YKL138
C
P28737 Protein MSP1 [0S=Saccharomyces 85291 MSP1; cell organization and membrane;mitochondrion;nucleus catalytic 0.259 0.259 1.00
cerevisiae 5288c] 5 YGR028 biogenesis;metabolic activity;nucleotide
w process;regulation of biological binding;protein
process;response to binding;RNA
stimulus;transport binding
Q3E6R5 uncharacterized mitochondrial 85198 YDR381 membrane;mitochondrion 0.389 0.389 1.00
outer membrane protein YDR381C- 9 C-A;
A [OS=Saccharomyces cerevisiae YDR381
5288¢] C-A
P32378 4-hydroxybenzoate 85577 coQ2; metabolic process;transport membrane;mitochondrion catalytic activity 0.292 0.292 1.00
polyprenyltransferase, 8 YNRO41
mitochondrial [0S=Saccharomyces C
cerevisiae 5288c]
Q07821 Iron-sulfur assembly protein 1 85063 ISA1; cell organization and mitochondrion;organelle lumen metal ion 0.136 0.136 1.00
[0S=Saccharomyces cerevisiae 2 YLLO27 biogenesis;metabolic process binding;structural
5288c] W molecule activity
Q00402 Nuclear migration protein NUM1 85172 NUM1; cell organization and endoplasmic reticulum;mitochondrion catalytic 0.025 0.025 1.00
[OS=Saccharomyces cerevisiae 7 YDR150 biogenesis;cellular component activity;motor
5288c] w movement;metabolic activity;protein
process;regulation of biological binding
process;transport
Q01802 Aspartate aminotransferase, 85375 AAT1; metabolic process mitochondrion;organelle lumen catalytic 0.075 0.075 1.00
mitochondrial [0S=Saccharomyces 5 YKL106 activity;protein
cerevisiae $288c] W binding
Q2V2P9 Uncharacterized protein YDR119W- 37999 COX26; membrane;mitochondrion 1.154 1.154 1.00
A [OS=Saccharomyces cerevisiae 70 YDR119
5288¢] W-A
P32463 Acyl carrier protein, mitochondrial 85364 ACP1; metabolic process;transport mitochondrion 0.259 0.259 1.00
[OS=Saccharomyces cerevisiae 2 YKL192
5288c] C
P42844 Mitochondrial protein import 85540 ZIM17; cell organization and membrane;mitochondrion;organelle lumen metal ion 0.585 0.585 1.00
protein ZIM17 [0S=Saccharomyces 6 YNL310 biogenesis;metabolic binding;protein
cerevisiae 5288c] C process;regulation of biological binding
process;response to
stimulus;transport
Q3E846 Cytochrome c oxidase assembly 85528 COAG6; cell organization and cytoplasm;membrane;mitochondrion;nucle catalytic 0.931 0.931 1.00
factor 6 [0S=Saccharomyces 7 YMR24 biogenesis;cellular us activity;metal ion
cerevisiae $288c] AC-A; homeostasis;metabolic binding;protein




YMR24 process;transport binding;transporte
4C-A r activity
P32048 Lysine--tRNA ligase, mitochondrial 85565 MSK1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.059 0.059 1.00
[0S=Saccharomyces cerevisiae 1 YNLO73 biogenesis;metabolic activity;nucleotide
5288c] w process;transport binding;RNA
binding
P04039 Cytochrome c oxidase polypeptide 85111 COX8; metabolic process;transport membrane;mitochondrion catalytic 0.778 0.778 1.00
VI, mitochondrial 1 YLR395 activity;transporte
[0S=Saccharomyces cerevisiae C r activity
5288¢]
P38812 Phosphatidylglycerophosphatase 85650 GEP4; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.179 0.179 1.00
GEP4, mitochondrial 0 YHR100
[0S=Saccharomyces cerevisiae C
5288¢]
Q06089 Uncharacterized mitochondrial 85621 YPR0O98 membrane;mitochondrion 2.162 2.162 1.00
outer membrane protein YPRO98C 3 C;
[0S=Saccharomyces cerevisiae YPR098
5288¢] C
P32792 UPF0744 protein YSC83 85641 YSC83; membrane;mitochondrion 0.11 0.11 1.00
[0S=Saccharomyces cerevisiae 0 YHRO17
5288¢] w
Q12487 54S ribosomal protein L23, 85432 MRPL23 cell organization and mitochondrion;ribosome;vacuole RNA 0.233 0.233 1.00
mitochondrial [0S=Saccharomyces 1 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YOR150 molecule activity
W
P18411 Protein FUN14 [OS=Saccharomyces 85122 FUN14; metabolic process membrane;mitochondrion 0.194 0.194 1.00
cerevisiae $288c] 5 YALOO08
W
P10174 cytochrome c oxidase subunit 7 85529 COX7; metabolic process;transport membrane;mitochondrion catalytic 1.154 1.154 1.00
[0S=Saccharomyces cerevisiae 8 YMR25 activity;transporte
5288c] 6C r activity
P27882 Mitochondrial FAD-linked sulfhydryl 85291 ERV1; cellular homeostasis;metabolic mitochondrion catalytic 0.212 0.212 1.00
oxidase ervl [0S=Saccharomyces 6 YGR029 process;response to activity;protein
cerevisiae 5288c] W stimulus;transport binding
P53318 Ubiquinone biosynthesis 85317 COQs; metabolic process membrane;mitochondrion catalytic 0.077 0.077 1.00
monooxygenase COQ6, 0 YGR255 activity;nucleotide
mitochondrial [0S=Saccharomyces C binding
cerevisiae $288c]
Q05779 Ubiquinone biosynthesis protein 85089 CoQ9; metabolic process membrane;mitochondrion 0.166 0.166 1.00
C0OQY, mitochondrial 8 YLR201
[0S=Saccharomyces cerevisiae C
5288¢]
Q02863 ubiquitin carboxyl-terminal 85603 UBP16; metabolic process membrane;mitochondrion catalytic activity 0.072 0.072 1.00
hydrolase 16 [OS=Saccharomyces 2 YPLO72
cerevisiae 5288c] W
P39103 Cytochrome c oxidase assembly 85491 COX14; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.585 0.585 1.00
protein COX14 [OS=Saccharomyces 0 YML129 biogenesis;regulation of biological
cerevisiae $288c] C process
P25578 CDP-diacylglycerol--glycerol-3- 85035 PGS1; metabolic process mitochondrion catalytic 0.083 0.083 1.00
phosphate 3- 2 YCLOO4 activity;nucleotide
phosphatidyltransferase w binding
[0S=Saccharomyces cerevisiae
5288¢]
Q03702 Cruciform cutting endonuclease 1, 85385 CCE1; cell organization and membrane;mitochondrion catalytic 0.105 0.105 1.00
mitochondrial [0S=Saccharomyces 8 YKLO11 biogenesis;metabolic process activity;DNA
cerevisiae 5288c] C binding;metal ion
binding
P32388 54S ribosomal protein MRP49, 85368 MRP49; cell organization and mitochondrion;ribosome structural 0.259 0.259 1.00
mitochondrial [0S=Saccharomyces 7 YKL167 biogenesis;metabolic process molecule activity
cerevisiae 5288c] C
P53848 Folic acid synthesis protein foll 85546 FOL1; metabolic process cytoplasm;membrane;mitochondrion catalytic 0.045 0.045 1.00
[OS=Saccharomyces cerevisiae 5 YNL256 activity;metal ion
5288c] w binding;nucleotide
binding
P38271 Protein OPY1 [0S=Saccharomyces 85242 OPY1; cytoplasm;mitochondrion 0.129 0.129 1.00
cerevisiae $288c] 6 YBR129
C
P36775 Lon protease homolog, 85225 PIM1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 1.362 1.436 1.05
mitochondrial [0S=Saccharomyces 9 YBL0O22 biogenesis;metabolic activity;DNA
cerevisiae $288c] C process;regulation of biological binding;nucleotide
process;response to stimulus binding;RNA
binding
P49095 Glycine dehydrogenase 85522 GCV2; metabolic process cytosol;mitochondrion catalytic activity 2.433 2.577 1.06
(Decarboxylating), mitochondrial 7 YMR18
[OS=Saccharomyces cerevisiae 9w
5288c]
P32796-1 Carnitine O-acetyltransferase, 85496 CAT2; metabolic process;transport membrane;mitochondrion catalytic activity 13.81 14.67 1.06
mitochondrial [0S=Saccharomyces 5 YMLO42 6 2
cerevisiae $288c] W
Q08822 Probable electron transfer 85453 CIR2; metabolic process;transport membrane;mitochondrion catalytic 3.424 3.642 1.06
flavoprotein-ubiquinone 8 YOR356 activity;metal ion
oxidoreductase, mitochondrial w binding;nucleotide
[OS=Saccharomyces cerevisiae binding
5288c]
P21954 Isocitrate dehydrogenase [NADP], 85149 IDP1; metabolic process mitochondrion catalytic 38.81 41.98 1.08
mitochondrial [0S=Saccharomyces 3 YDLO66 activity;metal ion 1 7
cerevisiae 5288c] w binding;nucleotide

binding;protein
binding




Q12166 2-isopropylmalate synthase 2, 85427 LEU9; metabolic process mitochondrion catalytic 2.472 2.695 1.09
mitochondrial [0S=Saccharomyces 5 YOR108 activity;protein
cerevisiae $288c] W binding
P07257 Cytochrome b-c1 complex subunit 85632 QCR2; metabolic process;transport membrane;mitochondrion catalytic 36.75 40.24 1.10
2, mitochondrial 1 YPR191 activity;metal ion 1 6
[0S=Saccharomyces cerevisiae w binding;protein
5288c] binding;transporte
r activity
Q02776 Mitochondrial import inner 85604 TIMS0; cell organization and membrane;mitochondrion catalytic 9 9.857 1.10
membrane translocase subunit 2 YPLO63 biogenesis;metabolic activity;protein
TIM50 [0S=Saccharomyces w process;transport binding;transporte
cerevisiae 5288c] r activity
P48015 Aminomethyltransferase, 85158 GCV1; metabolic process mitochondrion catalytic 9 10.05 1.12
mitochondrial [0S=Saccharomyces 2 YDRO19 activity;protein 3
cerevisiae 5288c] C binding
P38077 ATP synthase subunit gamma, 85232 ATP3; metabolic process;transport membrane;mitochondrion catalytic 12.68 14.19 1.12
mitochondrial [0S=Saccharomyces 7 YBRO39 activity;transporte 9 9
cerevisiae $288c] W r activity
Q08023 Protein FMP25, mitochondrial 85076 FMP25; cell organization and biogenesis membrane;mitochondrion 1.412 1.581 1.12
[0S=Saccharomyces cerevisiae 6 YLRO77
5288¢] w
P38891 Branched-chain-amino-acid 85661 BAT1; metabolic process;regulation of mitochondrion;organelle lumen catalytic activity 9 10.10 1.12
aminotransferase, mitochondrial 5 YHR208 biological process;response to 3
[OS=Saccharomyces cerevisiae w stimulus
5288¢]
P50085 Prohibitin-2 [0S=Saccharomyces 85314 PHB2; cell organization and membrane;mitochondrion protein binding 4.926 5.579 1.13
cerevisiae $288c] 6 YGR231 biogenesis;metabolic
C process;regulation of biological
process
P19882 heat shock protein 60, 85096 HSP60; cell organization and cytoplasm;cytosol;membrane;mitochondrio catalytic 22.35 25.36 1.13
mitochondrial [0S=Saccharomyces 3 YLR259 biogenesis;metabolic n;organelle lumen activity;DNA 7 7
cerevisiae 5288c] C process;regulation of biological binding;nucleotide
process;transport binding;protein
binding
P36060 NADH-cytochrome b5 reductase 2 85370 MCR1; metabolic process;response to membrane;mitochondrion catalytic 15.23 17.33 1.14
[0S=Saccharomyces cerevisiae 7 YKL150 stimulus activity;protein 8
5288c] W binding
P28834 Isocitrate dehydrogenase [NAD] 85569 IDH1; metabolic process;transport cytosol;mitochondrion;organelle lumen catalytic 15.23 17.33 1.14
subunit 1, mitochondrial 1 YNLO37 activity;metal ion 8
[OS=Saccharomyces cerevisiae C binding;nucleotide
5288c] binding;protein
binding;RNA
binding
P04710 ADP,ATP carrier protein 1 85507 AACL; metabolic process;transport cytosol;membrane;mitochondrion structural 11.74 13.38 1.14
[0S=Saccharomyces cerevisiae 8 YMRO5 molecule 3 4
$288c] 6C activity;transporte
r activity
P25573 Mitochondrial inner membrane i- 85031 MGR1; metabolic process membrane;mitochondrion protein binding 1.649 1.894 1.15
AAA protease supercomplex 3 YCLO44
subunit MGR1 [0S=Saccharomyces C
cerevisiae 5288c]
P09457 ATP synthase subunit 5, 85189 ATP5; metabolic process;transport membrane;mitochondrion catalytic 9 10.36 1.15
mitochondrial [0S=Saccharomyces 2 YDR298 activity;transporte 5
cerevisiae 5288c] C r activity
P38988 Mitochondrial GTP/GDP carrier 85132 GGC1; cell organization and membrane;mitochondrion structural 3.16 3.642 1.15
protein 1 [0S=Saccharomyces 9 YDL198 biogenesis;cellular molecule
cerevisiae $S288c] C homeostasis;metabolic activity;transporte
process;transport r activity
Q12031 Mitochondrial 2-methylisocitrate 85611 ICL2; metabolic process mitochondrion;organelle lumen catalytic activity 5.158 5.952 1.15
lyase [0S=Saccharomyces 4 YPROO6
cerevisiae S288c] C
P00431 cytochrome c peroxidase, 85394 CCP1; metabolic process;response to mitochondrion;organelle lumen antioxidant 1.424 1.649 1.16
mitochondrial [0S=Saccharomyces 0 YKRO66 stimulus activity;catalytic
cerevisiae $288c] C activity;metal ion
binding;protein
binding
P53292 37S ribosomal protein S35, 85307 MRPS3 cell organization and mitochondrion;ribosome structural 1.512 1.754 1.16
mitochondrial [0S=Saccharomyces 5 5; biogenesis;metabolic process molecule activity
cerevisiae 5288c] YGR165
W
Q12230 Sphingolipid long chain base- 85610 LSP1; regulation of biological cytoplasm;membrane;mitochondrion 24.11 28.28 1.17
responsive protein LSP1 3 YPLOO4 process;response to 9 6
[0S=Saccharomyces cerevisiae C stimulus;transport
5288¢]
P00924 Enolase 1 [0S=Saccharomyces 85316 ENO1; metabolic process;regulation of cytoplasm;cytosol;membrane;mitochondrio catalytic 0.848 0.995 1.17
cerevisiae $288c] 9 YGR254 biological process n;vacuole activity;metal ion
w binding;protein
binding
P38969 Pentamidine resistance factor, 85444 PNT1; cell organization and membrane;mitochondrion 0.848 0.995 1.17
mitochondrial [0S=Saccharomyces 0 YOR266 biogenesis;response to stimulus
cerevisiae $288c] W
P15424 ATP-dependent RNA helicase 85177 MSS116 metabolic process;regulation of mitochondrion;organelle lumen catalytic 1.644 1.929 1.17
MSS116, mitochondrial 5 ; biological process activity;nucleotide
[0S=Saccharomyces cerevisiae YDR194 binding;RNA
5288c] C binding
P32340 Rotenone-insensitive NADH- 85491 NDI1; metabolic process;regulation of membrane;mitochondrion;organelle lumen catalytic 24.92 29.39 1.18
ubiquinone oxidoreductase, 9 YML120 biological process activity;nucleotide 9 2
mitochondrial [0S=Saccharomyces C binding

cerevisiae $288c]




P53140 Protein RMD9, mitochondrial 85277 RMDY; cell differentiation;metabolic membrane;mitochondrion RNA binding 1.512 1.783 1.18
[0S=Saccharomyces cerevisiae 1 YGL107 process;regulation of biological
5288c] C process
P08417 fumarate hydratase, mitochondrial 85586 FUM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle catalytic activity 13.87 16.43 1.18
[0S=Saccharomyces cerevisiae 6 YPL262 biogenesis;metabolic process lumen 4 3
5288¢] w
Q01217 Protein ARGS5,6, mitochondrial 85680 ARGS5,6; metabolic process;regulation of cytoplasm;mitochondrion;organelle lumen catalytic 0.286 0.341 1.19
[0S=Saccharomyces cerevisiae 0 YER069 biological process activity;nucleotide
5288c] w binding;protein
binding
P06168 ketol-acid reductoisomerase, 85106 ILV5; cell organization and mitochondrion catalytic 12.89 15.37 1.19
mitochondrial [0S=Saccharomyces 9 YLR355 biogenesis;metabolic process activity;DNA 5 9
cerevisiae $288c] C binding;metal ion
binding
P32860 NifU-like protein, mitochondrial 85382 NFU1; cell organization and mitochondrion;organelle lumen metal ion binding 3.87 4.623 1.19
[0S=Saccharomyces cerevisiae 6 YKLO40 biogenesis;cellular
$5288c] C homeostasis;metabolic process
Q02486 ARS-binding factor 2, mitochondrial 85509 ABF2; cell organization and chromosome;mitochondrion;nucleus DNA binding 69.17 82.76 1.20
[0S=Saccharomyces cerevisiae 4 YMRO7 biogenesis;metabolic 8
5288c] 2W process;regulation of biological
process
P37293 N-terminal acetyltransferase 2 85305 NAT2; metabolic process cytoplasm;mitochondrion catalytic activity 1.404 1.683 1.20
[0S=Saccharomyces cerevisiae 0 YGR147
5288¢] [¢
P02992 elongation factor Tu, mitochondrial 85435 TUF1; cell organization and mitochondrion catalytic 30.62 36.75 1.20
[0S=Saccharomyces cerevisiae 9 YOR187 biogenesis;metabolic process activity;nucleotide 3 1
$288c] w binding;RNA
binding
P40008 Protein FMP52, mitochondrial 85672 FMP52; endoplasmic catalytic activity 3.217 3.87 1.20
[0S=Saccharomyces cerevisiae 1 YER004 reticulum;membrane;mitochondrion
5288¢] w
P48527 Tyrosine--tRNA ligase, 85600 MSY1; metabolic process cytoplasm;cytosol;mitochondrion;organelle catalytic 0.52 0.63 1.21
mitochondrial [0S=Saccharomyces 7 YPLO97 lumen activity;nucleotide
cerevisiae $288c] w binding;RNA
binding
P30902 ATP synthase subunit d, 85385 ATP7; metabolic process;transport membrane;mitochondrion catalytic 5.105 6.197 1.21
mitochondrial [0S=Saccharomyces 3 YKLO16 activity;transporte
cerevisiae $288c] C r activity
P08067 cytochrome b-c1 complex subunit 85668 RIP1; metabolic process;transport membrane;mitochondrion catalytic 55.23 67.12 1.22
Rieske, mitochondrial 9 YELO24 activity;metal ion 4 9
[0S=Saccharomyces cerevisiae w binding;transporte
5288c] r activity
Q08223 Altered inheritance of mitochondria 85410 AIM39; cytosol;membrane;mitochondrion 0.585 0.711 1.22
protein 39, mitochondrial 3 YOLO53
[0S=Saccharomyces cerevisiae w
5288¢]
P54783 D-arabinono-1,4-lactone oxidase 85488 ALO1; metabolic process;response to membrane;mitochondrion catalytic 3.299 4.012 1.22
[OS=Saccharomyces cerevisiae 8 YMLO86 stimulus activity;nucleotide
5288c] C binding
P00175 Cytochrome b2, mitochondrial 85495 CYB2; metabolic process;transport cytosol;membrane;mitochondrion;nucleus catalytic 1.239 1.512 1.22
[OS=Saccharomyces cerevisiae 0 YMLO54 activity;metal ion
$288c] C binding;nucleotide
binding
P25719 Peptidyl-prolyl cis-trans isomerase 85489 CPR3; cell death;metabolic process mitochondrion;organelle lumen catalytic activity 2.981 3.642 1.22
C, mitochondrial 7 YMLO78
[0S=Saccharomyces cerevisiae w
5288¢]
P00447 Superoxide dismutase [Mn], 85639 SOD2; metabolic process;response to mitochondrion;organelle lumen antioxidant 6.017 7.377 1.23
mitochondrial [0S=Saccharomyces 9 YHRO08 stimulus activity;catalytic
cerevisiae $288c] C activity;metal ion
binding
P40341 Mitochondrial respiratory chain 85511 YTA12; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.371 1.683 1.23
complexes assembly protein YTA12 4 YMRO8 biogenesis;metabolic activity;metal ion
[OS=Saccharomyces cerevisiae 9C process;response to binding;nucleotide
5288c] stimulus;transport binding;protein
binding
P23833 Protein SCO1, mitochondrial 85232 SCo1; cell organization and membrane;mitochondrion antioxidant 1.448 1.783 1.23
[OS=Saccharomyces cerevisiae 5 YBRO37 biogenesis;cellular activity;catalytic
5288c] C homeostasis;response to activity;metal ion
stimulus;transport binding
P32331 Carrier protein YMC1, 85617 YMC1; metabolic process;transport membrane;mitochondrion;vacuole structural 1.581 1.955 1.24
mitochondrial [0S=Saccharomyces 1 YPRO58 molecule
cerevisiae 5288c] w activity;transporte
r activity
Q08968 UPF0061 protein FMP40 85587 FMP40; mitochondrion protein binding 2.162 2.675 1.24
[0S=Saccharomyces cerevisiae 9 YPL222
5288¢] w
P32891 D-lactate dehydrogenase 85138 DLD1; metabolic process;transport membrane;mitochondrion catalytic 18.68 23.11 1.24
[cytochrome] 1, mitochondrial 0 YDL174 activity;nucleotide 4 9
[0S=Saccharomyces cerevisiae C binding
5288¢]
P04037 cytochrome c oxidase subunit 4, 85268 COX4; cell organization and membrane;mitochondrion catalytic 42.28 52.36 1.24
mitochondrial [0S=Saccharomyces 8 YGL187 biogenesis;metabolic activity;metal ion 8 7
cerevisiae $288c] C process;transport binding;transporte
r activity
P53219 Abhydrolase domain-containing 85291 IMO32; metabolic process;transport mitochondrion catalytic activity 0.931 1.154 1.24
protein IMO32 [0S=Saccharomyces 9 YGR031
cerevisiae $288c] W
P00427 Cytochrome c oxidase subunit 6, 85644 COX6; metabolic process;transport membrane;mitochondrion catalytic 7.254 9 1.24
mitochondrial [0S=Saccharomyces 8 YHRO51 activity;metal ion




cerevisiae 5288c] w binding;transporte
r activity

P32795 Mitochondrial inner membrane i- 85613 YMEL; metabolic process;response to membrane;mitochondrion catalytic 1.798 2.241 1.25
AAA protease supercomplex 5 YPRO24 stimulus;transport activity;metal ion
subunit YME1 [OS=Saccharomyces w binding;nucleotide
cerevisiae 5288c] binding;protein

binding

P47052 succinate dehydrogenase 85340 YJLO45 metabolic process;transport membrane;mitochondrion catalytic 4.712 5.884 1.25
[ubiquinone] flavoprotein subunit 5 w; activity;nucleotide
2, mitochondrial YJLO45 binding
[0S=Saccharomyces cerevisiae w
5288¢]

P36521 54S ribosomal protein L11, 85132 MRPL11 cell organization and mitochondrion;ribosome structural 1.069 1.336 1.25
mitochondrial [0S=Saccharomyces 5 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YDL202

W

P00927 Threonine dehydratase, 85681 ILV1; metabolic process cytoplasm;mitochondrion catalytic activity 3.125 3.924 1.26
mitochondrial [0S=Saccharomyces 9 YER086
cerevisiae $288c] W

P16451 Pyruvate dehydrogenase complex 85310 PDX1; metabolic process mitochondrion;organelle lumen catalytic 2.594 3.262 1.26
protein X component, 7 YGR193 activity;structural
mitochondrial [0S=Saccharomyces C molecule activity
cerevisiae 5288c]

P38071 Enoyl-[acyl-carrier protein] 85231 ETR1; metabolic process mitochondrion;organelle lumen catalytic 9 11.32 1.26
reductase [NADPH, B-specific], 4 YBRO26 activity;DNA 8
mitochondrial [0S=Saccharomyces C binding;metal ion
cerevisiae S288c] binding

Q05931 Heat shock protein SSQ1, 85108 s$sQ1; cell organization and mitochondrion;organelle lumen nucleotide 0.884 1.113 1.26
mitochondrial [0S=Saccharomyces 4 YLR369 biogenesis;metabolic process binding;protein
cerevisiae 5288c] W binding

P40513 Mitochondrial acidic protein 85474 MAM33 metabolic process;regulation of mitochondrion;organelle lumen translation 3.642 4.623 1.27
MAM33 [0S=Saccharomyces 0 ; biological process regulator activity
cerevisiae $288c] YILO70C

P53721 Respiratory supercomplex factor 2, 85575 RCF2; cell organization and biogenesis membrane;mitochondrion 5.579 7.111 1.27
mitochondrial [0S=Saccharomyces 2 YNRO18
cerevisiae 5288c] W

P33416 Heat shock protein 78, 85184 HSP78; cell organization and mitochondrion;organelle lumen catalytic 7.929 10.19 1.29
mitochondrial [0S=Saccharomyces 5 YDR258 biogenesis;metabolic activity;nucleotide 9
cerevisiae 5288c] C process;regulation of biological binding;protein

process;response to stimulus binding

Q03640 Tricalbin-3 [0S=Saccharomyces 85490 TCB3; cell organization and endoplasmic metal ion 0.283 0.365 1.29

cerevisiae $5288c] 3 YMLO72 biogenesis;regulation of biological reticulum;membrane;mitochondrion binding;protein
C process binding

P39987 Heat shock protein SSC3, 85668 ECM10; cell organization and mitochondrion nucleotide 2.162 2.793 1.29
mitochondrial [0S=Saccharomyces 2 YELO30 biogenesis;metabolic binding;protein
cerevisiae S288c] W process;transport binding

P53889 uncharacterized mitochondrial 85555 FMP41; metabolic process mitochondrion catalytic 0.968 1.254 1.30
hydrolase FMP41 3 YNL168 activity;metal ion
[OS=Saccharomyces cerevisiae C binding
5288c]

P50945 MICOS complex subunit MIC27 85562 AIM37; cell organization and biogenesis membrane;mitochondrion 0.968 1.254 1.30
[0S=Saccharomyces cerevisiae 3 MIC27;
5288c] YNL100

W

POCS90 Heat shock protein SSC1, 85350 SSC1; cell organization and membrane;mitochondrion;nucleus;organell catalytic 48.48 62.90 1.30
mitochondrial [0S=Saccharomyces 3 YJRO45 biogenesis;metabolic e lumen activity;enzyme 2 8
cerevisiae 5288c] C process;regulation of biological regulator

process;transport activity;nucleotide
binding;protein
binding

P00128 Cytochrome b-c1 complex subunit 7 85214 QCR7; cell organization and membrane;mitochondrion catalytic 34.93 45.41 1.30
[0S=Saccharomyces cerevisiae 2 YDR529 biogenesis;metabolic activity;transporte 8 6
5288c] C process;transport r activity

Q02204 54S ribosomal protein L13, 85387 MRPL13 cell organization and mitochondrion;ribosome structural 1.054 1.371 1.30
mitochondrial [0S=Saccharomyces 5 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YKRO06

C

P43616 Cys-Gly metallodipeptidase dugl 85060 DUGI; metabolic process cytoplasm;mitochondrion;ribosome catalytic 1.154 1.512 131
[0S=Saccharomyces cerevisiae 5 YFRO44 activity;metal ion
5288c] C binding

Q03327 Mitochondrial fusion and transport 85208 UGO1; cell organization and membrane;mitochondrion protein 0.425 0.557 1.31
protein Ugol [0S=Saccharomyces 1 YDR470 biogenesis;metabolic process binding;structural
cerevisiae 5288c] C molecule activity

Q03246 37S ribosomal protein S17, 85522 MRPS1 cell differentiation;cell organization mitochondrion;ribosome RNA 1.276 1.683 1.32
mitochondrial [0S=Saccharomyces 6 7; and biogenesis;metabolic process binding;structural
cerevisiae 5288c] YMR18 molecule activity

8C

P00424 Cytochrome c oxidase polypeptide 85567 COX5A; metabolic process;transport membrane;mitochondrion catalytic 2,511 3.329 1.33
5A, mitochondrial 5 YNLO52 activity;transporte
[0S=Saccharomyces cerevisiae w r activity
5288¢]

P32454 Aminopeptidase 2, mitochondrial 85369 APE2; metabolic process cytoplasm;extracellular;membrane;mitocho catalytic 0.973 1.294 1.33
[OS=Saccharomyces cerevisiae 9 YKL157 ndrion;nucleus activity;metal ion
5288c] Y binding

P39522 Dihydroxy-acid dehydratase, 85347 ILV3; metabolic process mitochondrion catalytic 29.53 39.37 1.33
mitochondrial [0S=Saccharomyces 3 YJRO16 activity;metal ion 9
cerevisiae 5288c] C binding

P00401 Cytochrome c oxidase subunit 1 85459 COX1; metabolic process;transport membrane;mitochondrion catalytic 1.61 2.162 1.34
[0S=Saccharomyces cerevisiae 8 Q0045 activity;metal ion

5288¢]

binding;transporte

46




r activity

Q12480 Probable electron transfer 85611 AIM4S5; metabolic process;transport mitochondrion;organelle lumen catalytic 2.981 4.012 1.35
flavoprotein subunit alpha, 2 YPROO4 activity;nucleotide
mitochondrial [0S=Saccharomyces C binding
cerevisiae $288c]
P32898 Mitochondrial presequence 85204 CYM1; metabolic process mitochondrion catalytic 1.349 1.829 1.36
protease [0S=Saccharomyces 1 YDR430 activity;metal ion
cerevisiae $288c] C binding
P16387 Pyruvate dehydrogenase E1 85692 PDA1L; cell growth;metabolic process mitochondrion;organelle lumen catalytic activity 21.63 29.47 1.36
component subunit alpha, 5 YER178 8
mitochondrial [0S=Saccharomyces w
cerevisiae $288c]
P00830 ATP synthase subunit beta, 85358 ATP2; metabolic process;transport cytosol;membrane;mitochondrion catalytic 78.43 106.9 1.36
mitochondrial [0S=Saccharomyces 5 YJR121 activity;nucleotide 3 78
cerevisiae $288c] w binding;protein
binding;transporte
r activity
P10507 mitochondrial-processing peptidase 85086 MAS1; metabolic process;transport mitochondrion;organelle lumen catalytic 1.371 1.873 1.37
subunit beta [0S=Saccharomyces 0 YLR163 activity;metal ion
cerevisiae 5288c] C binding;protein
binding
P00044 Cytochrome c iso-1 85350 CYC1; metabolic process;transport mitochondrion metal ion 9 12.33 1.37
[OS=Saccharomyces cerevisiae 7 YJR048 binding;protein 5
5288c] W binding
P07275 Delta-1-pyrroline-5-carboxylate 85643 PUT2; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 6.055 8.326 1.38
dehydrogenase, mitochondrial 2 YHR037
[0S=Saccharomyces cerevisiae w
5288¢]
P35180 mitochondrial import receptor 85297 TOM20; cell organization and membrane;mitochondrion protein 1.031 1.424 1.38
subunit Tom20 [0S=Saccharomyces 3 YGR082 biogenesis;transport binding;transporte
cerevisiae 5288c] W r activity
P38705 Serine--tRNA ligase, mitochondrial 85640 DIA4; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.233 0.322 1.38
[0S=Saccharomyces cerevisiae 2 YHRO11 activity;nucleotide
5288c] W binding
P07236 Threonine--tRNA ligase, 85364 MST1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.233 0.322 1.38
mitochondrial [0S=Saccharomyces 0 YKL194 activity;nucleotide
cerevisiae $288c] C binding;RNA
binding
P20967 2-oxoglutarate dehydrogenase, 85468 KGD1; metabolic process cytosol;mitochondrion;organelle lumen catalytic activity 11.42 15.84 1.39
mitochondrial [0S=Saccharomyces 1 YIL125 6 3
cerevisiae S288c] W
Q04728 Arginine biosynthesis bifunctional 85508 ARG7; metabolic process mitochondrion;organelle lumen catalytic activity 0.63 0.874 1.39
protein ArgJ, mitochondrial 4 YMRO06
[0S=Saccharomyces cerevisiae 2C
5288¢]
P03879 Intron-encoded RNA maturase bl4 85458 Bl4; metabolic process membrane;mitochondrion catalytic 0.28 0.389 1.39
[OS=Saccharomyces cerevisiae 2 Qo120 activity;RNA
$288c] binding
P17505 Malate dehydrogenase, 85377 MDH1; metabolic process mitochondrion;organelle lumen catalytic 56.79 79.30 1.40
mitochondrial [0S=Saccharomyces 7 YKLO85 activity;protein 7 9
cerevisiae 5288c] w binding;RNA
binding
P07266 Mitochondrial RNA-splicing protein 85483 MRS1; cell organization and mitochondrion;organelle lumen catalytic 0.304 0.425 1.40
MRS1 [0S=Saccharomyces 9 YIR021 biogenesis;metabolic process activity;DNA
cerevisiae $288c] w binding;RNA
binding
Q00055 Glycerol-3-phosphate 85153 GPD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleus catalytic 0.318 0.445 1.40
dehydrogenase [NAD(+)] 1 9 YDLO22 biogenesis;cellular activity;nucleotide
[OS=Saccharomyces cerevisiae W homeostasis;metabolic binding;protein
5288c] process;transport binding
P22135 Protein ATP12, mitochondrial 85325 ATP12; cell organization and biogenesis mitochondrion protein binding 0.334 0.468 1.40
[0S=Saccharomyces cerevisiae 9 YJL180C
5288¢]
Q05648 MIOREX complex component 10 85187 YDR282 membrane;mitochondrion 0.35 0.492 1.41
[OS=Saccharomyces cerevisiae 6 C;
$288c] MRX10;
YDR282
C
P38088 Glycine--tRNA ligase 1, mitochondrial [0S=Saccharomyces metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.616 0.866 1.41
cerevisiae 5288c] activity;nucleotide
binding;protein
binding
P53170 [Pyruvate dehydrogenase (acetyl- 85282 PKP2; metabolic process;regulation of mitochondrion;organelle lumen catalytic 0.778 1.096 1.41
transferring)] kinase 2, 1 YGLO59 biological process activity;nucleotide
mitochondrial [0S=Saccharomyces w binding;protein
cerevisiae $288c] binding
P06208-1 2-isopropylmalate synthase 85561 LEU4; metabolic process cytoplasm;mitochondrion catalytic 5.236 7.377 1.41
[OS=Saccharomyces cerevisiae 9 YNL104 activity;protein
5288c] C binding
Q06892 NADH kinase POSS5, mitochondrial 85591 POS5; metabolic process;response to mitochondrion;organelle lumen catalytic 131 1.848 1.41
[0S=Saccharomyces cerevisiae 3 YPL188 stimulus activity;nucleotide
5288c] W binding
P40452 Cytochrome c oxidase assembly 85464 COA1; cell organization and biogenesis membrane;mitochondrion protein binding 1.31 1.848 1.41
factor 1 [OS=Saccharomyces 9 YIL157C
cerevisiae 5288c]
P40495 Homoisocitrate dehydrogenase, 85471 LYS12; metabolic process mitochondrion catalytic 4.109 5.813 1.41
mitochondrial [0S=Saccharomyces 4 YILO94C activity;metal ion

cerevisiae 5288c]

binding;nucleotide
binding




P38122 3-methyl-2-oxobutanoate 85247 ECM31; metabolic process mitochondrion catalytic activity 0.413 0.585 1.42
hydroxymethyltransferase 4 YBR176
[0S=Saccharomyces cerevisiae w
5288¢]
Q03976 37S ribosomal protein S24, 85175 RSM24; cell organization and mitochondrion;ribosome structural 0.905 1.291 1.43
mitochondrial [0S=Saccharomyces 5 YDR175 biogenesis;metabolic process molecule activity
cerevisiae $288c] C
Q08245 protein ZEO1 [OS=Saccharomyces 85404 ZEO1; cell organization and biogenesis membrane;mitochondrion protein binding 1.512 2.162 1.43
cerevisiae $288c] 0 YOL109
W
Q00711 Succinate dehydrogenase 85370 SDH1; metabolic process;transport membrane;mitochondrion catalytic 12.24 17.54 1.43
[ubiquinone] flavoprotein subunit, 9 YKL148 activity;nucleotide 2 8
mitochondrial [0S=Saccharomyces C binding;protein
cerevisiae $288c] binding
P38323 ATP-dependent clpX-like 85252 MCX1; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.501 0.719 1.44
chaperone, mitochondrial 8 YBR227 activity;nucleotide
[0S=Saccharomyces cerevisiae C binding
5288¢]
Q05892 MIOREX complex component 2 85099 YLR290 metabolic process mitochondrion catalytic activity 3.217 4.623 1.44
[0S=Saccharomyces cerevisiae 7 C;
5288¢] coQiy;
YLR290
C
P38910 10 kDa heat shock protein, 85418 HSP10; cell organization and cytoplasm;mitochondrion;organelle lumen metal ion 3.217 4.623 1.44
mitochondrial [0S=Saccharomyces 5 YOR020 biogenesis;metabolic binding;nucleotide
cerevisiae 5288c] C process;response to binding;protein
stimulus;transport binding
Q01852 Mitochondrial import inner 85479 TIM44; transport membrane;mitochondrion nucleotide 3.758 5.404 1.44
membrane translocase subunit 0 YIL022 binding;protein
TIM44 [0S=Saccharomyces w binding
cerevisiae S288c]
P32316 acetyl-CoA hydrolase 85226 ACH1; metabolic process cytoplasm;cytosol;mitochondrion catalytic activity 15.29 22.10 1.44
[OS=Saccharomyces cerevisiae 6 YBLO15 8 1
5288¢] w
Q02784 Monothiol glutaredoxin-5, 85604 GRXS; cell organization and mitochondrion;organelle lumen catalytic 1.783 2.594 1.45
mitochondrial [0S=Saccharomyces 8 YPLO59 biogenesis;cellular activity;metal ion
cerevisiae $288c] w homeostasis;metabolic binding
process;regulation of biological
process;response to stimulus
P38341 MICOS complex subunit MIC12 85256 AIMS; cell organization and biogenesis membrane;mitochondrion 1.783 2.594 1.45
[0S=Saccharomyces cerevisiae 6 MIC12;
5288c] YBR262
C
P35996 54S ribosomal protein L38, 85368 MRPL38 cell organization and mitochondrion;ribosome RNA 1.783 2.594 1.45
mitochondrial [0S=Saccharomyces 4 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YKL170 molecule activity
W
Q6Q560 Protein isd11 [0S=Saccharomyces 85677 ISD11; cell organization and mitochondrion;organelle lumen catalytic 1.783 2.594 1.45
cerevisiae 5288c] 4 YER048 biogenesis;metabolic process activity;protein
W-A binding
P37292 Serine hydroxymethyltransferase, 85256 SHM1; metabolic process mitochondrion catalytic activity 9 13.17 1.46
mitochondrial [0S=Saccharomyces 5 YBR263 5
cerevisiae $288c] W
Q03201 37S ribosomal protein S10, 85161 RSM10; cell organization and mitochondrion;ribosome structural 0.701 1.031 1.47
mitochondrial [0S=Saccharomyces 1 YDRO41 biogenesis;metabolic process molecule activity
cerevisiae 5288c] W
P52893 probable alanine aminotransferase, 85077 ALT1; metabolic process mitochondrion;organelle lumen catalytic activity 1.102 1.626 1.48
mitochondrial [0S=Saccharomyces 8 YLRO89
cerevisiae $288c] C
P53598 Succinyl-CoA ligase [ADP-forming] 85431 LSC1; metabolic process cytosol;mitochondrion catalytic 11.74 17.33 1.48
subunit alpha, mitochondrial 0 YOR142 activity;nucleotide 3
[0S=Saccharomyces cerevisiae w binding
5288c]
P22136 ATPase expression protein 2, 85532 AEP2; metabolic process;regulation of mitochondrion RNA binding 0.292 0.431 1.48
mitochondrial [0S=Saccharomyces 5 YMR28 biological process
cerevisiae $288c] 2C
P38523 GrpE protein homolog, 85440 MGE1; metabolic process;regulation of membrane;mitochondrion;organelle lumen enzyme regulator 1.336 1.976 1.48
mitochondrial [0S=Saccharomyces 7 YOR232 biological process;transport activity;nucleotide
cerevisiae 5288c] w binding;protein
binding
Q08230 Succinate dehydrogenase assembly 85408 EMIS; cell differentiation;cell organization mitochondrion;organelle lumen protein binding 0.778 1.154 1.48
factor 2, mitochondrial 3 SDH5; and biogenesis;metabolic
[0S=Saccharomyces cerevisiae YOLO71 process;regulation of biological
5288c] W process
P09440 C-1-tetrahydrofolate synthase, 85237 MIS1; metabolic process cytosol;mitochondrion catalytic 1.049 1.569 1.50
mitochondrial [0S=Saccharomyces 8 YBR0O84 activity;nucleotide
cerevisiae $288c] W binding
P40053 Altered inheritance of mitochondria 85681 AIM9; mitochondrion 4,555 6.827 1.50
protein 9, mitochondrial 3 YERO80
[0S=Saccharomyces cerevisiae w
5288¢]
P47127 Altered inheritance of mitochondria 85354 AlM24; cell organization and biogenesis mitochondrion 2.857 4.298 1.50
protein 24, mitochondrial 3 YJRO80
[0S=Saccharomyces cerevisiae C
5288¢]
P25349 Flavoprotein-like protein YCP4 85036 YCP4; metabolic process;regulation of cytoplasm;membrane;mitochondrion catalytic 9 13.67 1.52
[0S=Saccharomyces cerevisiae 0 YCR004 biological process activity;nucleotide 8
$288c] C binding;protein

binding
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P36046 Mitochondrial intermembrane 85363 MIA40; cellular component membrane;mitochondrion catalytic 3.262 4.995 1.53
space import and assembly protein 9 YKL195 movement;metabolic activity;protein
40 [0S=Saccharomyces cerevisiae w process;response to binding;transporte
5288c] stimulus;transport r activity
P19516 Cytochrome c oxidase assembly 85597 COX11; cell organization and membrane;mitochondrion;ribosome metal ion binding 1.069 1.637 1.53
protein COX11, mitochondrial 1 YPL132 biogenesis;metabolic process
[0S=Saccharomyces cerevisiae w
5288¢]
P36112 MICOS complex subunit Mic60 85388 FCJ1; cell organization and membrane;mitochondrion 15.37 23.70 1.54
[0S=Saccharomyces cerevisiae 6 MIC60; biogenesis;transport 9 9
$288c] YKRO16
W
P04819 DNA ligase 1 [0S=Saccharomyces 85139 CDC9; cell division;cell organization and cytoplasm;mitochondrion;nucleus catalytic 0.11 0.17 1.55
cerevisiae $288c] 1 YDL164 biogenesis;metabolic activity;DNA
C process;response to stimulus binding;metal ion
binding;nucleotide
binding
P32493 ATPase expression protein 1, 85508 AEP1; regulation of biological process mitochondrion translation 0.15 0.233 1.55
mitochondrial [0S=Saccharomyces 6 YMRO6 regulator activity
cerevisiae $288c] AW
P07806 Valine--tRNA ligase, mitochondrial 85298 VAS1; metabolic process;regulation of cytoplasm;cytosol;mitochondrion catalytic 0.616 0.957 1.55
[OS=Saccharomyces cerevisiae 6 YGR094 biological process activity;nucleotide
5288c] W binding
P41921 glutathione reductase 85601 GLR1; cellular homeostasis;metabolic cytoplasm;cytosol;mitochondrion;nucleus antioxidant 0.155 0.241 1.55
[OS=Saccharomyces cerevisiae 4 YPLO91 process;regulation of biological activity;catalytic
5288c] w process;response to stimulus activity;nucleotide
binding
P25345 Asparagine--tRNA ligase, 85038 SLMS5; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.172 0.269 1.56
mitochondrial [0S=Saccharomyces 8 YCR024 activity;nucleotide
cerevisiae 5288c] C binding
P0O0890 citrate synthase, mitochondrial 85573 CIT1; metabolic process;transport cytosol;mitochondrion;organelle lumen catalytic activity 9 14.08 1.57
[0S=Saccharomyces cerevisiae 2 YNROO1 6
5288¢] C
P19262 Dihydrolipoyllysine-residue 85172 KGD2; cell organization and mitochondrion catalytic 6.406 10.05 1.57
succinyltransferase component of 6 YDR148 biogenesis;metabolic process activity;protein 3
2-oxoglutarate dehydrogenase C binding
complex, mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
P32904 54S ribosomal protein L6, 85655 MRPL6; cell organization and mitochondrion;ribosome RNA 1.371 2.162 1.58
mitochondrial [0S=Saccharomyces 2 YHR147 biogenesis;metabolic process binding;structural
cerevisiae S288c] C molecule activity
P36147 Presequence translocated- 85393 PAM17; transport membrane;mitochondrion 1.371 2.162 1.58
associated motor subunit pam17, 9 YKRO65
mitochondrial [0S=Saccharomyces C
cerevisiae $288c]
P53736 Uncharacterized protein YNRO4OW 85577 YNRO40 mitochondrion 0.73 1.154 1.58
[OS=Saccharomyces cerevisiae 6 w;
$288c] YNRO40
W
Q12251 Uncharacterized mitochondrial 85612 YPRO11 metabolic process;transport membrane;mitochondrion structural 0.245 0.389 1.59
carrier YPRO11C 1 C; molecule
[OS=Saccharomyces cerevisiae YPRO11 activity;transporte
$288c] C r activity
P49017 2-methoxy-6-polyprenyl-1,4- 85493 CcoaQs; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.245 0.389 1.59
benzoquinol methylase, 0 YML110
mitochondrial [0S=Saccharomyces C
cerevisiae 5288c]
Q01519 Cytochrome c oxidase subunit 6b 85072 COX12; cell organization and mitochondrion catalytic 3.642 5.813 1.60
[0S=Saccharomyces cerevisiae 7 YLRO38 biogenesis;metabolic activity;transporte
5288c] C process;transport r activity
P36525 54S ribosomal protein L24, 85523 MRPL24 cell organization and mitochondrion;ribosome RNA 1.512 2.415 1.60
mitochondrial [0S=Saccharomyces 1 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YMR19 molecule activity
3w
P36519 54S ribosomal protein L7, 85182 MRPL7; cell organization and mitochondrion;ribosome RNA 0.292 0.468 1.60
mitochondrial [0S=Saccharomyces 3 YDR237 biogenesis;metabolic process binding;structural
cerevisiae $288c] W molecule activity
P04803 Tryptophan--tRNA ligase, 85186 MSW1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.292 0.468 1.60
mitochondrial [0S=Saccharomyces 1 YDR268 activity;nucleotide
cerevisiae 5288c] Y binding
P28625 Protein YIM1 [OS=Saccharomyces 85518 YIM1; metabolic process;response to cytoplasm;endoplasmic catalytic 0.833 1.336 1.60
cerevisiae 5288c] 3 YMR15 stimulus reticulum;mitochondrion activity;metal ion
2W binding
P47045 mitochondrial import inner 85339 TIM54; cell organization and cytosol;membrane;mitochondrion transporter 0.655 1.054 1.61
membrane translocase subunit 2 YJLO54 biogenesis;transport activity
TIM54 [OS=Saccharomyces w
cerevisiae 5288c]
P31334 54S ribosomal protein L9, 85313 MRPLY9; cell organization and mitochondrion;ribosome structural 0.311 0.501 1.61
mitochondrial [0S=Saccharomyces 5 YGR220 biogenesis;metabolic process molecule activity
cerevisiae $288c] C
P36523 54S ribosomal protein L15, 85102 MRPL15 cell organization and mitochondrion;ribosome catalytic 0.334 0.54 1.62
mitochondrial [0S=Saccharomyces 2 ; biogenesis;metabolic process activity;RNA
cerevisiae 5288c] YLR312 binding;structural
W-A molecule activity
Q02608 37S ribosomal protein S16, 85609 MRPS1 cell organization and mitochondrion;ribosome structural 1.683 2.728 1.62
mitochondrial [0S=Saccharomyces 4 6; biogenesis;metabolic process molecule activity
cerevisiae $288c] YPLO13

C




Q12029 Probable mitochondrial transport 85444 FSF1; transport membrane;mitochondrion transporter 2.36 3.833 1.62
protein fsf1 [0S=Saccharomyces 5 YOR271 activity
cerevisiae $288c] C
Q06630 Mitochondrial homologous 85189 MHR1; cell organization and mitochondrion;nucleus catalytic 0.359 0.585 1.63
recombination protein 1 0 YDR296 biogenesis;metabolic activity;DNA
[0S=Saccharomyces cerevisiae w process;regulation of biological binding;structural
5288c] process;response to stimulus molecule activity
P15179 Aspartate--tRNA ligase, 85600 MSD1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.379 0.619 1.63
mitochondrial [0S=Saccharomyces 0 YPL104 activity;nucleotide
cerevisiae 5288c] W binding
P32839 Mitochondrial chaperone BCS1 85198 BCS1; cell organization and cytosol;membrane;mitochondrion catalytic 0.425 0.701 1.65
[0S=Saccharomyces cerevisiae 1 YDR375 biogenesis;metabolic activity;nucleotide
5288c] C process;response to binding;transporte
stimulus;transport r activity
P34222 Peptidyl-tRNA hydrolase 2 85222 PTH2; regulation of biological process cytoplasm;cytosol;membrane;mitochondrio catalytic 0.425 0.701 1.65
[0S=Saccharomyces cerevisiae 3 YBLO57 n activity;protein
5288c] C binding
Q04487 Mitochondrial inner membrane 85514 SHH3; metabolic process membrane;mitochondrion catalytic 0.425 0.701 1.65
protein SHH3 [OS=Saccharomyces 5 YMR11 activity;metal ion
cerevisiae $288c] 8C binding
P47039 Probable kynurenine--oxoglutarate 85338 BNA3; metabolic process;regulation of cytoplasm;mitochondrion catalytic activity 0.468 0.778 1.66
transaminase BNA3 6 YJLO60 biological process
[0S=Saccharomyces cerevisiae w
5288¢]
P40858 54S ribosomal protein L49, 85334 MRPL49 cell organization and mitochondrion;ribosome RNA 0.468 0.778 1.66
mitochondrial [0S=Saccharomyces 9 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YJL096 molecule activity
W
P40515 Mitochondria fission 1 protein 85474 FIS1; cell death;cell organization and membrane;mitochondrion protein binding 0.468 0.778 1.66
[0S=Saccharomyces cerevisiae 5 YILO65C biogenesis;regulation of biological
5288c] process
Q03020 iron sulfur cluster assembly protein 85596 I1SU1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.468 0.778 1.66
1, mitochondrial 8 YPL135 biogenesis;cellular activity;metal ion
[0S=Saccharomyces cerevisiae w homeostasis;metabolic process binding;protein
5288c] binding
P53193 J-type co-chaperone JAC1, 85286 JACL; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.468 0.778 1.66
mitochondrial [0S=Saccharomyces 6 YGLO18 biogenesis;metabolic
cerevisiae $288c] C process;transport
P36528 54S ribosomal protein L17, 85546 MRPL17 cell organization and mitochondrion;ribosome structural 0.52 0.874 1.68
mitochondrial [0S=Saccharomyces 9 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YNL252
C
P53305 Mitochondrial 37S ribosomal 85312 RSM27; cell organization and mitochondrion;ribosome structural 2.162 3.642 1.68
protein S27 [0S=Saccharomyces 9 YGR215 biogenesis;metabolic process molecule activity
cerevisiae $288c] W
P20084 54S ribosomal protein L33, 85533 MRPL33 cell organization and mitochondrion;ribosome structural 2.162 3.642 1.68
mitochondrial [0S=Saccharomyces 0 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YMR28
6W
P22354 54S ribosomal protein L20, 85396 MRPL20 cell organization and mitochondrion;ribosome structural 1.276 2.162 1.69
mitochondrial [0S=Saccharomyces 0 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YKRO85
C
P40185 Protein mmf1, mitochondrial 85476 MMF1; cell organization and mitochondrion;organelle lumen 5.31 9 1.69
[OS=Saccharomyces cerevisiae 0 YILO51C biogenesis;metabolic process
5288c]
P36526 54S ribosomal protein L27, 85258 MRPL27 cell organization and mitochondrion;ribosome structural 0.585 0.995 1.70
mitochondrial [0S=Saccharomyces 5 ; biogenesis;metabolic process molecule activity
cerevisiae 5288c] YBR282
W
P40033 37S ribosomal protein rsm18, 85677 RSM18; cell organization and mitochondrion;ribosome structural 0.585 0.995 1.70
mitochondrial [0S=Saccharomyces 6 YERO50 biogenesis;metabolic process molecule activity
cerevisiae 5288c] C
Q06493 LETM1 domain-containing protein 85624 YLHA47; cell organization and membrane;mitochondrion 0.61 1.043 1.71
YLH47, mitochondrial 3 YPR125 biogenesis;transport
[OS=Saccharomyces cerevisiae w
5288c]
P40961 prohibitin-1 [OS=Saccharomyces 85303 PHB1; cell organization and membrane;mitochondrion protein binding 6.848 11.74 1.71
cerevisiae 5288c] 3 YGR132 biogenesis;metabolic 3
C process;regulation of biological
process
Q12305 Thiosulfate sulfurtransferase RDL1, 85445 RDL1; endoplasmic catalytic activity 0.668 1.154 1.73
mitochondrial [0S=Saccharomyces 9 YOR285 reticulum;membrane;mitochondrion
cerevisiae 5288c] Y
P53220 Mitochondrial import inner 85292 TIM21; cell organization and membrane;mitochondrion protein binding 0.719 1.254 1.74
membrane translocase subunit 1 YGR033 biogenesis;transport
TIM21 [OS=Saccharomyces C
cerevisiae 5288c]
P34227 Mitochondrial peroxiredoxin PRX1 85221 PRX1; cellular homeostasis;metabolic mitochondrion antioxidant 5.158 9 1.74
[0S=Saccharomyces cerevisiae 5 YBLO64 process;regulation of biological activity;catalytic
5288c] C process;response to stimulus activity
P07342 Acetolactate synthase catalytic 85513 ILV2; metabolic process mitochondrion catalytic 4.223 7.377 1.75
subunit, mitochondrial 5 YMR10 activity;metal ion
[0S=Saccharomyces cerevisiae 8w binding;nucleotide
5288c] binding
P42900 Sigma-like sequence protein 1, 85083 SLS1; cell organization and membrane;mitochondrion protein binding 0.194 0.343 1.77
mitochondrial [0S=Saccharomyces 0 YLR139 biogenesis;metabolic process
cerevisiae $288c] C
P11914 Mitochondrial-processing peptidase 85641 MAS2; metabolic process;transport membrane;mitochondrion;organelle lumen catalytic 1.291 2.311 1.79
subunit alpha [0S=Saccharomyces 9 YHR024 activity;metal ion
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cerevisiae 5288c] C binding;protein
binding
P17558 37S ribosomal protein PET123, 85432 PET123; cell organization and mitochondrion;ribosome structural 1.448 2.594 1.79
mitochondrial [0S=Saccharomyces 9 YOR158 biogenesis;metabolic process molecule activity
cerevisiae $288c] W
P18900 hexaprenyl pyrophosphate 85228 coqQi; metabolic process membrane;mitochondrion catalytic 0.468 0.848 1.81
synthase, mitochondrial 8 YBROO3 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;protein
5288c] binding
P09950 5-aminolevulinate synthase, 85181 HEM1; metabolic process mitochondrion;organelle lumen catalytic activity 0.28 0.509 1.82
mitochondrial [0S=Saccharomyces 8 YDR232
cerevisiae $288c] W
Q01532-1 Cysteine proteinase 1, mitochondrial MCY1 metabolic process;regulation of cytoplasm;mitochondrion catalytic 0.28 0.509 1.82
[0S=Saccharomyces cerevisiae $288c] biological process;response to activity;DNA
stimulus binding;RNA
binding
P46367 Potassium-activated aldehyde 85455 ALD4; metabolic process mitochondrion;organelle lumen catalytic activity 47.49 86.67 1.82
dehydrogenase, mitochondrial 6 YOR374 7 1
[0S=Saccharomyces cerevisiae w
5288¢]
P35191 Dnal homolog 1, mitochondrial 85053 MDJ1; cell organization and mitochondrion;organelle lumen enzyme regulator 3.037 5.579 1.84
[OS=Saccharomyces cerevisiae 0 YFLO16 biogenesis;metabolic activity;metal ion
5288c] C process;regulation of biological binding;nucleotide
process;response to stimulus binding;protein
binding
Q04599 54S ribosomal protein L1, 85169 MRPL1; cell organization and mitochondrion;ribosome RNA 1.069 1.976 1.85
mitochondrial [0S=Saccharomyces 4 YDR116 biogenesis;metabolic process binding;structural
cerevisiae 5288c] C molecule activity
P37298 Succinate dehydrogenase 85175 SDH4; metabolic process;transport membrane;mitochondrion catalytic 3.642 6.743 1.85
[ubiquinone] cytochrome b small 8 YDR178 activity;metal ion
subunit, mitochondrial w binding
[0S=Saccharomyces cerevisiae
5288¢]
Q12320 Hydroxyacylglutathione hydrolase, 85420 GLO4; metabolic process mitochondrion;organelle lumen catalytic 0.369 0.688 1.86
mitochondrial [0S=Saccharomyces 5 YOR040 activity;metal ion
cerevisiae 5288c] W binding
P32902 37S ribosomal protein MRP4, 85638 MRP4; cell organization and mitochondrion;ribosome structural 0.616 1.154 1.87
mitochondrial [0S=Saccharomyces 4 YHLO04 biogenesis;metabolic process molecule activity
cerevisiae 5288c] W
P00425 Cytochrome c oxidase polypeptide 85469 COX5B; metabolic process;transport membrane;mitochondrion catalytic 131 2.511 1.92
5B, mitochondrial 5 YIL111 activity;transporte
[OS=Saccharomyces cerevisiae w r activity
5288c]
P19414 Aconitate hydratase, mitochondrial 85101 ACO1; cell organization and cytoplasm;cytosol;mitochondrion;organelle catalytic 48.61 94.11 1.94
[0S=Saccharomyces cerevisiae 3 YLR304 biogenesis;metabolic lumen activity;DNA 9 8
$288c] C process;transport binding;metal ion
binding
P36534 54S ribosomal protein L40, 85593 MRPL40 cell organization and mitochondrion;ribosome protein 0.778 1.512 1.94
mitochondrial [0S=Saccharomyces 0 ; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YPL173 molecule activity
W
P25605 Acetolactate synthase small 85034 ILV6; metabolic process;regulation of mitochondrion catalytic 6.848 13.38 1.95
subunit, mitochondrial 8 YCLO09 biological process activity;enzyme 4
[0S=Saccharomyces cerevisiae C regulator activity
5288¢]
P36151 Uncharacterized protein YKRO70W 85394 YKRO70 metabolic process mitochondrion 0.833 1.637 1.97
[OS=Saccharomyces cerevisiae 4 w;
$288c] YKRO70
W
P40364 Mitochondrial peculiar membrane 85337 MPM1; membrane;mitochondrion 1.512 2.981 1.97
protein 1 [0S=Saccharomyces 9 YJLO66C
cerevisiae 5288c]
P33303 Succinate/fumarate mitochondrial 85355 SFC1; metabolic process;transport membrane;mitochondrion structural 9 17.95 2.00
transporter [0S=Saccharomyces 8 YJRO95 molecule 7
cerevisiae 5288c] w activity;transporte
r activity
P32611 54S ribosomal protein RML2, 85666 RML2; cell organization and mitochondrion;ribosome catalytic 0.638 1.276 2.00
mitochondrial [0S=Saccharomyces 0 YELO50 biogenesis;metabolic process activity;RNA
cerevisiae 5288c] C binding;structural
molecule activity
P09624 Dihydrolipoyl dehydrogenase, 85052 LPD1; cellular homeostasis;metabolic mitochondrion;organelle lumen catalytic 21.53 43.36 2.01
mitochondrial [0S=Saccharomyces 7 YFLO18 process;regulation of biological activity;nucleotide 9 7
cerevisiae 5288c] C process binding
Q02950 37S ribosomal protein MRP51, 85598 MRP51; cell organization and mitochondrion;ribosome structural 0.668 1.346 2.01
mitochondrial [0S=Saccharomyces 5 YPL118 biogenesis;metabolic process molecule activity
cerevisiae 5288c] W
Q06236 Mitochondrial inner membrane 85086 SHH4; metabolic process membrane;mitochondrion catalytic 3.217 6.499 2.02
protein SHH4 [0S=Saccharomyces 1 YLR164 activity;metal ion
cerevisiae $288c] W binding
P21801 Succinate dehydrogenase 85068 SDH2; metabolic process;transport membrane;mitochondrion catalytic 18.68 37.74 2.02
[ubiquinone] iron-sulfur subunit, 5 YLLO41 activity;metal ion 4 7
mitochondrial [0S=Saccharomyces C binding
cerevisiae $288c]
P48237 Mitochondrial group | intron 85305 CCM1; cell organization and mitochondrion RNA binding 0.044 0.089 2.02
splicing factor CCM1 3 YGR150 biogenesis;metabolic process
[0S=Saccharomyces cerevisiae C
5288c]
P51998 54S ribosomal protein yml6, 85498 YMLS6; cell organization and mitochondrion;ribosome RNA 1.154 2.34 2.03
mitochondrial [0S=Saccharomyces 3 YML025 biogenesis;metabolic process binding;structural
cerevisiae $288c] C molecule activity

o1




P47158 Putative transferase CAF17, 85358 IBAS7; cell organization and mitochondrion;organelle lumen catalytic activity 0.075 0.155 2.07
mitochondrial [0S=Saccharomyces 6 YJR122 biogenesis;metabolic process
cerevisiae $288c] W
P38860 GTPase MTG2, mitochondrial 85657 MTG2; metabolic process;transport membrane;mitochondrion catalytic 0.07 0.145 2.07
[0S=Saccharomyces cerevisiae 3 YHR168 activity;metal ion
$5288c] w binding;nucleotide
binding;transporte
r activity
P40051 Intermediate cleaving peptidase 55 85681 ICP55; metabolic process;regulation of membrane;mitochondrion;nucleus catalytic 0.077 0.16 2.08
[0S=Saccharomyces cerevisiae 1 YERO78 biological process activity;metal ion
5288c] C binding
P07263-1 Histidine--tRNA ligase, 85614 HTS1; cell organization and cytoplasm;mitochondrion catalytic 0.064 0.133 2.08
mitochondrial [0S=Saccharomyces 5 YPRO33 biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] C binding;RNA
binding
Q08645 folylpolyglutamate synthase 85441 MET7; metabolic process cytoplasm;endoplasmic catalytic 0.072 0.15 2.08
[0S=Saccharomyces cerevisiae 5 YOR241 reticulum;membrane;mitochondrion;organe activity;nucleotide
5288c] W lle lumen binding
P40530 [Pyruvate dehydrogenase (acetyl- 85476 PKP1; metabolic process mitochondrion;organelle lumen catalytic 0.551 1.154 2.09
transferring)] kinase 1, 9 YIL042C activity;nucleotide
mitochondrial [0S=Saccharomyces binding;protein
cerevisiae S288c] binding
P14905 cytochrome B translational 85177 CBS2; metabolic process;regulation of mitochondrion;ribosome catalytic 0.096 0.202 2.10
activator protein CBS2 8 YDR197 biological process activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;translatio
5288c] n regulator
activity
P36527 54S ribosomal protein L28, 85207 MRPL28 cell organization and mitochondrion;ribosome structural 0.874 1.848 2.11
mitochondrial [0S=Saccharomyces 3 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YDR462
W
Q12204 Probable phospholipase YOR022C, 85418 YOR022 metabolic process mitochondrion catalytic 0.11 0.233 2.12
mitochondrial [0S=Saccharomyces 7 C; activity;metal ion
cerevisiae 5288c] YOR022 binding
C
P24720 Protein MNE1 [0S=Saccharomyces 85453 MNE1L; metabolic process cytoplasm;mitochondrion;organelle lumen 0.125 0.266 2.13
cerevisiae $288c] 2 YOR350
C
P38816 thioredoxin reductase 2, 85650 TRR2; cellular homeostasis;metabolic cytoplasm;mitochondrion antioxidant 0.136 0.292 2.15
mitochondrial [0S=Saccharomyces 6 YHR106 process;regulation of biological activity;catalytic
cerevisiae 5288c] W process;response to stimulus activity
Q12374 Nuclear control of ATPase protein 2 85627 NCA2; metabolic process membrane;mitochondrion 0.468 1.021 2.18
[0S=Saccharomyces cerevisiae 8 YPR155
5288¢] C
P28241 Isocitrate dehydrogenase [NAD] 85430 IDH2; metabolic process mitochondrion;organelle lumen catalytic 3.642 7.962 2.19
subunit 2, mitochondrial 3 YOR136 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;nucleotide
$288c] binding;protein
binding;RNA
binding
P34231 Uncharacterized protein YKL187C 85364 FAT3; cell organization and membrane;mitochondrion 0.194 0.425 2.19
[0S=Saccharomyces cerevisiae 8 YKL187 biogenesis;transport
5288¢] c
YKL187
C
P19955 37S ribosomal protein YMR-31, 85061 YMR31; cell organization and mitochondrion;ribosome catalytic 26.82 58.94 2.20
mitochondrial [0S=Saccharomyces 0 YFR049 biogenesis;metabolic process activity;protein 6 8
cerevisiae 5288c] w binding;structural
molecule activity
P40491 ATP synthase assembly factor fmc1, 85470 FMC1; cell communication;cell mitochondrion;organelle lumen 0.212 0.468 2.21
mitochondrial [0S=Saccharomyces 9 YILO98C organization and
cerevisiae 5288c] biogenesis;metabolic
process;response to stimulus
P23180 Probable oxidoreductase AIM17 85636 AIM17; cell organization and mitochondrion catalytic 4.623 10.22 221
[0S=Saccharomyces cerevisiae 5 YHLO21 biogenesis;metabolic process activity;metal ion
5288c] C binding
Q07534 Solute carrier family 25 member 38 85143 YDL119 metabolic process;transport membrane;mitochondrion structural 0.245 0.551 2.25
homolog [0S=Saccharomyces 9 C; molecule
cerevisiae 5288c] HEMZ25; activity;transporte
YDL119 r activity
C
P10849 mitochondrial transcription factor 2 85151 MTF2; metabolic process mitochondrion;organelle lumen protein 0.259 0.585 2.26
[0S=Saccharomyces cerevisiae 7 YDLO44 binding;RNA
5288c] C binding
P39965 probable proline--tRNA ligase, 85682 AIM10; metabolic process cytoplasm;mitochondrion catalytic 0.266 0.604 2.27
mitochondrial [0S=Saccharomyces 0 YERO87 activity;nucleotide
cerevisiae $288c] w binding;RNA
binding
P22353 54S ribosomal protein L8, 85338 MRPLS; cell organization and mitochondrion;ribosome structural 0.848 1.929 2.27
mitochondrial [0S=Saccharomyces 2 YJLO63C biogenesis;metabolic process molecule activity
cerevisiae $288c]
P49334 Mitochondrial import receptor 85559 TOM22; cell organization and membrane;mitochondrion protein 0.292 0.668 2.29
subunit tom22 [0S=Saccharomyces 2 YNL131 biogenesis;transport binding;transporte
cerevisiae 5288c] w r activity
P40496 37S ribosomal protein S25, 85471 RSM25; cell organization and mitochondrion;ribosome structural 0.292 0.668 2.29
mitochondrial [0S=Saccharomyces 5 YIL093C biogenesis;metabolic process molecule activity
cerevisiae $288c]
P32897 Mitochondrial import inner 85575 TIM23; transport membrane;mitochondrion protein 2.981 6.943 2.33
membrane translocase subunit 1 YNRO17 binding;transporte
tim23 [0S=Saccharomyces W r activity




cerevisiae 5288c]

P39952 Mitochondrial inner membrane 85689 OXA1; cell organization and membrane;mitochondrion transporter 1.371 3.217 2.35
protein OXA1 [0S=Saccharomyces 8 YER154 biogenesis;transport activity
cerevisiae $288c] W
P53881 54S ribosomal protein L22, 85554 MRPL22 cell organization and mitochondrion;ribosome RNA 1.154 2.728 2.36
mitochondrial [0S=Saccharomyces 4 ; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YNL177 molecule activity
C
P39726 Glycine cleavage system H protein, 85125 GCV3; metabolic process mitochondrion catalytic activity 4.995 11.91 2.39
mitochondrial [0S=Saccharomyces 4 YALO44 5
cerevisiae $288c] C
P25348 54S ribosomal protein L32, 85035 MRPL32 cell organization and membrane;mitochondrion;ribosome RNA 0.389 0.931 2.39
mitochondrial [0S=Saccharomyces 9 ; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YCR003 molecule activity
W
Q04401 Succinate dehydrogenase assembly 85212 ACN9; cell organization and mitochondrion;organelle lumen 0.389 0.931 2.39
factor 3, mitochondrial 3 SDH7; biogenesis;regulation of biological
[0S=Saccharomyces cerevisiae YDR511 process
5288¢] w
Q12497 Protein FMP16, mitochondrial 85164 FMP16; mitochondrion 0.389 0.931 2.39
[OS=Saccharomyces cerevisiae 2 YDRO70
5288¢] [«
P12687 54S ribosomal protein L2, 85572 MRP7; cell organization and mitochondrion;ribosome catalytic 1.565 3.806 2.43
mitochondrial [0S=Saccharomyces 7 YNLOOS biogenesis;metabolic process activity;RNA
cerevisiae 5288c] C binding;structural
molecule activity
P38958 Protein PET100, mitochondrial 85165 PET100; cell organization and biogenesis membrane;mitochondrion protein binding 0.468 1.154 2.47
[OS=Saccharomyces cerevisiae 1 YDRO79
5288¢] w
Q06011 Protein ECM19 [0S=Saccharomyces 85110 ECM19; cell organization and biogenesis membrane;mitochondrion 0.468 1.154 2.47
cerevisiae $288c] 6 YLR390
W
P32445 Single-stranded DNA-binding 85039 RIM1; cell organization and mitochondrion DNA binding 3.642 9 2.47
protein RIM1, mitochondrial 5 YCRO28 biogenesis;metabolic
[0S=Saccharomyces cerevisiae C-A process;regulation of biological
5288c] process
P81451 ATP synthase subunit K, 85407 ATP19; cell organization and membrane;mitochondrion catalytic 3.642 9 2.47
mitochondrial [0S=Saccharomyces 7 YOLO77 biogenesis;metabolic activity;transporte
cerevisiae $288c] W-A process;transport r activity
P07255 Cytochrome c oxidase subunit 7A 85149 COX9; metabolic process;transport membrane;mitochondrion catalytic 3.642 9 2.47
[OS=Saccharomyces cerevisiae 2 YDLO67 activity;transporte
$5288c] C r activity
P53875 54S ribosomal protein L19, 85553 MRPL19 cell organization and mitochondrion;ribosome RNA 0.52 1.31 2.52
mitochondrial [0S=Saccharomyces 6 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YNL185 molecule activity
C
P36520 54S ribosomal protein L10, 85543 MRPL10 cell organization and mitochondrion;ribosome structural 0.551 1.404 2.55
mitochondrial [0S=Saccharomyces 6 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YNL284
C
P38300 Inner membrane mitoribosome 85248 MBAL; cell organization and membrane;mitochondrion 0.585 1.512 2.58
receptor MBA1, mitochondrial 3 YBR185 biogenesis;regulation of biological
[0S=Saccharomyces cerevisiae C process
5288¢]
P02381 Ribosomal protein VAR1, 85458 VAR1; cell organization and mitochondrion;ribosome structural 0.688 1.848 2.69
mitochondrial [0S=Saccharomyces 6 Q0140 biogenesis;metabolic process molecule activity
cerevisiae 5288c]
Q03430 37S ribosomal protein RSM28, 85210 RSM28; cell organization and mitochondrion;ribosome structural 1.462 3.962 2.71
mitochondrial [0S=Saccharomyces 5 YDR494 biogenesis;metabolic process molecule activity
cerevisiae 5288c] W
P47015 Altered inheritance of mitochondria 85331 AIM23; metabolic process mitochondrion RNA binding 0.35 1.015 2.90
protein 23, mitochondrial 0 YJL131C
[OS=Saccharomyces cerevisiae
5288c]
P38325 Mitochondrial outer membrane 85253 OoM14; transport membrane;mitochondrion 6.197 18.30 2.95
protein OM14 [OS=Saccharomyces 1 YBR230 7
cerevisiae $288c] C
Q01163 37S ribosomal protein 523, 85274 RSM23; cell organization and mitochondrion;ribosome catalytic 0.983 2.932 2.98
mitochondrial [0S=Saccharomyces 8 YGL129 biogenesis;metabolic process activity;nucleotide
cerevisiae 5288c] C binding;RNA
binding;structural
molecule activity
P08525 Cytochrome b-c1 complex subunit 8 85327 QCRS; metabolic process;transport membrane;mitochondrion catalytic 2.981 9 3.02
[OS=Saccharomyces cerevisiae 3 YIL166 activity;transporte
5288c] Y r activity
Q03713 Respiratory supercomplex factor 1, 85497 RCF1; cell organization and biogenesis membrane;mitochondrion 2.162 6.943 3.21
mitochondrial [0S=Saccharomyces 8 YMLO30
cerevisiae $288c] W
P42847 37S ribosomal protein S18, 85541 MRPS1 cell organization and mitochondrion;ribosome RNA 0.54 1.738 3.22
mitochondrial [0S=Saccharomyces 0 8; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YNL306 molecule activity
W
P41911 Glycerol-3-phosphate 85409 GPD2; metabolic process cytoplasm;cytosol;mitochondrion catalytic 0.089 0.292 3.28
dehydrogenase [NAD(+)] 2, 5 YOLO59 activity;nucleotide
mitochondrial [0S=Saccharomyces w binding;protein
cerevisiae 5288c] binding
P25038 Translation initiation factor IF-2, 85413 IFM1; cell organization and mitochondrion;nucleus catalytic 0.11 0.369 3.35
mitochondrial [0S=Saccharomyces 5 YOL023 biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] W binding;RNA
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binding

P46998 mitochondrial membrane protein 85327 FMP33; membrane;mitochondrion 1.371 4.623 3.37
FMP33 [OS=Saccharomyces 9 YJL161
cerevisiae $288c] W
P49954 probable hydrolase NIT3 85106 NIT3; metabolic process cytoplasm;mitochondrion catalytic activity 0.129 0.438 3.40
[0S=Saccharomyces cerevisiae 5 YLR351
5288¢] [«
P38297 Mitofusin FZO1 [0S=Saccharomyces 85247 Fz01; cell organization and biogenesis membrane;mitochondrion catalytic 0.142 0.49 3.45
cerevisiae $288c] 7 YBR179 activity;nucleotide
C binding;protein
binding
P47150 37S ribosomal protein S7, 85357 RSM7; cell organization and mitochondrion;ribosome RNA 0.334 1.154 3.46
mitochondrial [0S=Saccharomyces 8 YJR113 biogenesis;metabolic process binding;structural
cerevisiae 5288c] C molecule activity
P38884 Altered inheritance of mitochondria 85660 AIM18; mitochondrion catalytic activity 0.145 0.501 3.46
protein 18, mitochondrial 5 YHR198
[OS=Saccharomyces cerevisiae C
5288c]
P08425 phenylalanine--tRNA ligase, 85616 MSF1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.16 0.562 3.51
mitochondrial [0S=Saccharomyces 0 YPRO47 activity;metal ion
cerevisiae $288c] w binding;nucleotide
binding;RNA
binding
P53724 54S ribosomal protein L50, 85575 MRPL50 cell organization and mitochondrion;ribosome structural 0.585 2.162 3.70
mitochondrial [0S=Saccharomyces 6 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YNRO22
C
P21771 37S ribosomal protein $28, 85193 MRPS2 cell organization and mitochondrion;ribosome RNA 0.438 1.637 3.74
mitochondrial [0S=Saccharomyces 7 8; biogenesis;metabolic process binding;structural
cerevisiae $288c] YDR337 molecule activity
W
Q06090 54S ribosomal protein L51, 85621 MRPL51 cell organization and mitochondrion;ribosome RNA 0.292 1.154 3.95
mitochondrial [0S=Saccharomyces 4 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YPR100 molecule activity
W
P53157 Mitochondrial pyruvate carrier 1 85280 FMP37; transport membrane;mitochondrion transporter 0.468 2.162 4.62
[OS=Saccharomyces cerevisiae 0 MPC1; activity
5288c] YGLO80
W
P25626 54S ribosomal protein IMG1, 85041 IMG1; cell organization and mitochondrion;ribosome structural 1.031 4.878 4.73
mitochondrial [0S=Saccharomyces 3 YCRO46 biogenesis;metabolic process molecule activity
cerevisiae 5288c] C
P53166 ATP-dependent RNA helicase mrh4, 85281 MRH4; cell organization and mitochondrion;organelle lumen catalytic 0.225 1.106 4.92
mitochondrial [0S=Saccharomyces 6 YGLO64 biogenesis;metabolic process activity;nucleotide
cerevisiae 5288c] C binding;RNA
binding
P36531 54S ribosomal protein L36, 85241 MRPL36 cell organization and mitochondrion;ribosome structural 0.668 3.642 5.45
mitochondrial [0S=Saccharomyces 9 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YBR122
C
P36517 54S ribosomal protein L4, 85116 MRPL4; cell organization and mitochondrion;ribosome structural 0.369 2.511 6.80
mitochondrial [0S=Saccharomyces 0 YLR439 biogenesis;metabolic process molecule activity
cerevisiae 5288c] W
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Supplemental Table S3. The relative concentrations of proteins in mitochondria purified from
WT cells cultured with or without LCA. Mitochondria were purified from WT cells recovered on
day 7 of cell culturing with or without LCA. Mass spectrometry-based identification and quantitation
of proteins recovered in purified mitochondria were performed as described in Materials and methods.
The exponentially modified protein abundance index (emPAl) provided by the "Proteome Discoverer”
software was used to calculate the relative abundance of mitochondrial proteins between specified
datasets. Data on the relative concentrations of mitochondrial proteins are presented as means of 2
independent experiments.

Accession Description Entrez Gene ID Biological Process Cellular Component Molecular Function emPAl emP Ratio
Gene WT Al WT +
D WT + LCA/
LCA WT
P38120 37S ribosomal protein S9, 85244 MRPS9 cell organization and mitochondrion; ribosome RNA binding; 3.437 0.145 0.04
mitochondrial 3 biogenesis; metabolic structural molecule
process activity
P36163 mitochondrial 85396 OMA1 metabolic process membrane; mitochondrion catalytic activity; 0.931 0.116 0.12
metalloendopeptidase OMAL 2 metal ion binding
P47140 Altered inheritance rate of 85356 AIM25 cell organization and membrane; mitochondrion transporter activity 0.874 0.11 0.13
mitochondria protein 25 3 biogenesis
Q12349 ATP synthase subunit H, 85100 ATP14 cell organization and membrane; mitochondrion catalytic activity; 2.728 0.389 0.14
mitochondrial 2 biogenesis; metabolic transporter activity
process; transport
P32317 Protein AFG1 [0S=Saccharomyces 85665 AFG1; cell organization and membrane;mitochondrion catalytic 1.154 0.166 0.14
cerevisiae $288c] 8 YELO52 biogenesis;metabolic activity;nucleotide
w process;response to binding
stimulus;transport
Q12283 Malonyl CoA-acyl carrier protein 85439 MCT1; metabolic process mitochondrion catalytic activity 0.896 0.136 0.15
transacylase, mitochondrial 6 YOR221
[OS=Saccharomyces cerevisiae C
5288¢]
Q07534 Solute carrier family 25 member 85143 YDL119C metabolic process;transport membrane;mitochondrion structural molecule 0.73 0.116 0.16
38 homolog [0S=Saccharomyces 9 ; activity;transporter
cerevisiae $288c] HEM25; activity
YDL119C
P53166 ATP-dependent RNA helicase 85281 MRH4; cell organization and mitochondrion;organelle lumen catalytic 1.412 0.225 0.16
mrh4, mitochondrial 6 YGLO64C biogenesis;metabolic process activity;nucleotide
[OS=Saccharomyces cerevisiae binding;RNA binding
5288c]
P16547 Mitochondrial outer membrane 85467 0M45; membrane;mitochondrion 300.9 51.48 0.17
protein OM45 0 YIL136W 95 1
[0S=Saccharomyces cerevisiae
5288¢]
P22353 54S ribosomal protein L8, 85338 MRPLS; cell organization and mitochondrion;ribosome structural molecule 0.848 0.166 0.20
mitochondrial 2 YJLO63C biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae
5288¢]
Q08818 Meiotic sister-chromatid 85453 MSC6; metabolic process mitochondrion;organelle lumen RNA binding 1.047 0.227 0.22
recombination protein 6, 6 YOR354
mitochondrial C
[OS=Saccharomyces cerevisiae
5288c]
P54115 Magnesium-activated aldehyde 85604 ALDS6; metabolic process;response cytoplasm;cytosol;mitochondrion catalytic activity 0.346 0.077 0.22
dehydrogenase, cytosolic 4 YPLO61 to stimulus
[0S=Saccharomyces cerevisiae w
5288¢]
P22438 Methionine--tRNA ligase, 85308 MSM1; metabolic process cytoplasm;cytosol;mitochondrion;organelle catalytic 0.292 0.066 0.23
mitochondrial 1 YGR171 lumen activity;nucleotide
[0S=Saccharomyces cerevisiae C binding
5288¢]
P25605 Acetolactate synthase small 85034 ILV6; metabolic process;regulation mitochondrion catalytic 10.28 2.36 0.23
subunit, mitochondrial 8 YCLO09C of biological process activity;enzyme 8
[0S=Saccharomyces cerevisiae regulator activity
5288¢]
P38969 Pentamidine resistance factor, 85444 PNT1; cell organization and membrane;mitochondrion 0.711 0.166 0.23
mitochondrial 0 YOR266 biogenesis;response to
[OS=Saccharomyces cerevisiae w stimulus
5288c]
P15179 Aspartate--tRNA ligase, 85600 MSD1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.708 0.174 0.25
mitochondrial 0 YPL104 activity;nucleotide
[OS=Saccharomyces cerevisiae w binding
5288c]
P21954 Isocitrate dehydrogenase [NADP], 85149 IDP1; metabolic process mitochondrion catalytic 33.14 8.261 0.25
mitochondrial 3 YDLO66 activity;metal ion 5
[OS=Saccharomyces cerevisiae w binding;nucleotide
5288c] binding;protein
binding
Q06678 54S ribosomal protein L35, 85192 MRPL35; cell organization and mitochondrion;ribosome structural molecule 1.219 0.304 0.25
mitochondrial 1 YDR322 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae w
5288c]
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Q02784 Monothiol glutaredoxin-5, 85604 GRX5; cell organization and mitochondrion;organelle lumen catalytic 2.594 0.668 0.26
mitochondrial 8 YPLO59 biogenesis;cellular activity;metal ion
[0S=Saccharomyces cerevisiae w homeostasis;metabolic binding
5288c] process;regulation of
biological process;response
to stimulus
P25626 54S ribosomal protein IMG1, 85041 IMG1; cell organization and mitochondrion;ribosome structural molecule 3.924 1.031 0.26
mitochondrial 3 YCR046C biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae
5288¢]
P40858 54S ribosomal protein L49, 85334 MRPL49; cell organization and mitochondrion;ribosome RNA 0.778 0.212 0.27
mitochondrial 9 YJLO96W biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae molecule activity
5288¢]
P08525 Cytochrome b-c1 complex 85327 QCRS; metabolic process;transport membrane;mitochondrion catalytic 531 1.512 0.28
subunit 8 [0S=Saccharomyces 3 YIL166W activity;transporter
cerevisiae 5288c] activity
P47015 Altered inheritance of 85331 AIM23; metabolic process mitochondrion RNA binding 1.228 0.35 0.29
mitochondria protein 23, 0 YJL131C
mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
P36519 54S ribosomal protein L7, 85182 MRPL7; cell organization and mitochondrion;ribosome RNA 0.468 0.136 0.29
mitochondrial 3 YDR237 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
P00401 Cytochrome c oxidase subunit 1 85459 COX1; metabolic process;transport membrane;mitochondrion catalytic 1.61 0.468 0.29
[0S=Saccharomyces cerevisiae 8 Q0045 activity;metal ion
$288c] binding;transporter
activity
P25573 Mitochondrial inner membrane i- 85031 MGR1; metabolic process membrane;mitochondrion protein binding 1.031 0.304 0.29
AAA protease supercomplex 3 YCLO44C
subunit MGR1
[0S=Saccharomyces cerevisiae
5288¢]
Q12029 Probable mitochondrial transport 85444 FSF1; transport membrane;mitochondrion transporter activity 2.793 0.833 0.30
protein fsf1 [OS=Saccharomyces 5 YOR271
cerevisiae 5288c] C
P40035 Mitochondrial phosphate carrier 85677 PIC2; cellular membrane;mitochondrion structural molecule 2.793 0.833 0.30
protein 2 [0S=Saccharomyces 9 YERO53C homeostasis;metabolic activity;transporter
cerevisiae 5288c] process;transport activity
P36527 54S ribosomal protein L28, 85207 MRPL28; cell organization and mitochondrion;ribosome structural molecule 4.337 1.31 0.30
mitochondrial 3 YDR462 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae w
5288c]
Q08686 Thiosulfate sulfurtransferase 85442 TUM1; metabolic process cytoplasm;mitochondrion catalytic 0.334 0.101 0.30
TUM1 [OS=Saccharomyces 5 YOR251 activity;protein
cerevisiae S288c] C binding
P40015 inositol phosphosphingolipids 85673 1SC1; metabolic process;response endoplasmic catalytic 0.334 0.101 0.30
phospholipase C 9 YER019 to stimulus reticulum;membrane;mitochondrion activity;metal ion
[OS=Saccharomyces cerevisiae W binding
5288¢]
P41911 Glycerol-3-phosphate 85409 GPD2; metabolic process cytoplasm;cytosol;mitochondrion catalytic 0.292 0.089 0.30
dehydrogenase [NAD(+)] 2, 5 YOLO59 activity;nucleotide
mitochondrial w binding;protein
[OS=Saccharomyces cerevisiae binding
5288¢]
P00128 Cytochrome b-c1 complex 85214 QCR7; cell organization and membrane;mitochondrion catalytic 11.91 3.642 0.31
subunit 7 [0S=Saccharomyces 2 YDR529 biogenesis;metabolic activity;transporter 5
cerevisiae 5288c] C process;transport activity
P07266 Mitochondrial RNA-splicing 85483 MRS1; cell organization and mitochondrion;organelle lumen catalytic 0.304 0.093 0.31
protein MRS1 9 YIR021 biogenesis;metabolic process activity;DNA
[OS=Saccharomyces cerevisiae w binding;RNA binding
5288c]
P32493 ATPase expression protein 1, 85508 AEP1; regulation of biological mitochondrion translation 0.233 0.072 0.31
mitochondrial 6 YMRO064 process regulator activity
[0S=Saccharomyces cerevisiae w
5288¢]
P41921 glutathione reductase 85601 GLR1; cellular cytoplasm;cytosol;mitochondrion;nucleus antioxidant 0.241 0.075 0.31
[OS=Saccharomyces cerevisiae 4 YPLO91 homeostasis;metabolic activity;catalytic
5288c] w process;regulation of activity;nucleotide
biological process;response binding
to stimulus
P00420 Cytochrome c oxidase subunit 3 85462 COX3; metabolic process;transport membrane;mitochondrion catalytic 3.642 1.154 0.32
[0S=Saccharomyces cerevisiae 7 Q0275 activity;transporter
5288c] activity
P53881 54S ribosomal protein L22, 85554 MRPL22; cell organization and mitochondrion;ribosome RNA 1.683 0.551 0.33
mitochondrial 4 YNL177C biogenesis;metabolic process binding;structural
[OS=Saccharomyces cerevisiae molecule activity
5288c]
P36151 Uncharacterized protein 85394 YKRO70 metabolic process mitochondrion 1.336 0.438 0.33
YKRO70W [OS=Saccharomyces 4 w;
cerevisiae $288c] YKRO70
W
P12686 37S ribosomal protein MRP13, 85297 MRP13; cell organization and mitochondrion;ribosome structural molecule 0.778 0.259 0.33
mitochondrial 5 YGR084 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae C
5288c]
Q12467 MIOREX complex component 4 85593 YPL168 membrane;mitochondrion 0.585 0.202 0.35
[0S=Saccharomyces cerevisiae 5 w;
5288¢] MRX4;
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YPL168
W

P32902 37S ribosomal protein MRP4, 85638 MRP4; cell organization and mitochondrion;ribosome structural molecule 0.957 0.334 0.35
mitochondrial 4 YHLOO4 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae W
5288c]
P53721 Respiratory supercomplex factor 85575 RCF2; cell organization and membrane;mitochondrion 7.111 2.511 0.35
2, mitochondrial 2 YNRO18 biogenesis
[0S=Saccharomyces cerevisiae w
5288¢]
P07251 ATP synthase subunit alpha, 85217 ATP1; metabolic process;transport cytosol;membrane;mitochondrion catalytic 26.82 9.661 0.36
mitochondrial 7 YBLO99 activity;nucleotide 6
[0S=Saccharomyces cerevisiae w binding;transporter
5288c] activity
P38885 Altered inheritance of 85660 AIM46; mitochondrion catalytic activity 1.994 0.73 0.37
mitochondria protein 46, 6 YHR199
mitochondrial C
[0S=Saccharomyces cerevisiae
5288¢]
P48360 Probable NADPH:adrenodoxin 85198 ARH1; cellular cytoplasm;membrane;mitochondrion;organe catalytic activity 0.682 0.25 0.37
oxidoreductase, mitochondrial 2 YDR376 homeostasis;metabolic lle lumen
[OS=Saccharomyces cerevisiae w process;transport
5288¢]
P32897 Mitochondrial import inner 85575 TIM23; transport membrane;mitochondrion protein 4.012 1.512 0.38
membrane translocase subunit 1 YNRO17 binding;transporter
tim23 [OS=Saccharomyces w activity
cerevisiae S288c]
P00360 glyceraldehyde-3-phosphate 85339 TDH1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 1.721 0.65 0.38
dehydrogenase 1 5 YJLO52W activity;nucleotide
[0S=Saccharomyces cerevisiae binding
5288¢]
P32340 Rotenone-insensitive NADH- 85491 NDI1; metabolic process;regulation membrane;mitochondrion;organelle lumen catalytic 16.43 6.279 0.38
ubiquinone oxidoreductase, 9 YML120 of biological process activity;nucleotide 3
mitochondrial C binding
[OS=Saccharomyces cerevisiae
5288c]
P39726 Glycine cleavage system H 85125 GCV3; metabolic process mitochondrion catalytic activity 6.743 2.594 0.38
protein, mitochondrial 4 YALO44C
[0S=Saccharomyces cerevisiae
5288¢]
P40502 Altered inheritance of 85472 AIM19; membrane;mitochondrion 1.512 0.585 0.39
mitochondria protein 19, 2 YILO87C
mitochondrial
[OS=Saccharomyces cerevisiae
5288c]
P07246 Alcohol dehydrogenase 3, 85510 ADH3; metabolic process mitochondrion;organelle lumen catalytic 7.031 2.728 0.39
mitochondrial 7 YMRO083 activity;metal ion
[OS=Saccharomyces cerevisiae w binding
5288c]
Q12482 Mitochondrial aspartate- 85613 AGC1; metabolic process;transport membrane;mitochondrion structural molecule 0.348 0.136 0.39
glutamate transporter AGC1 2 YPR021C activity;transporter
[OS=Saccharomyces cerevisiae activity
5288c]
Q01163 37S ribosomal protein 523, 85274 RSM23; cell organization and mitochondrion;ribosome catalytic 4.367 1.707 0.39
mitochondrial 8 YGL129C biogenesis;metabolic process activity;nucleotide
[0S=Saccharomyces cerevisiae binding;RNA
$288c] binding;structural
molecule activity
P11914 Mitochondrial-processing 85641 MAS2; metabolic process;transport membrane;mitochondrion;organelle lumen catalytic 2.311 0.905 0.39
peptidase subunit alpha 9 YHR024 activity;metal ion
[OS=Saccharomyces cerevisiae C binding;protein
5288c] binding
P37267 Assembly factor cbp4 [0S=Saccharomyces CBP4 cell organization and membrane;mitochondrion 3.329 131 0.39
cerevisiae 5288c] biogenesis
P50088 Stationary phase gene 1 protein 85315 SPG1; endoplasmic reticulum;membrane;mitochondrion 157.4 62.09 0.39
[OS=Saccharomyces cerevisiae 1 YGR236 89 6
5288c] C
P40452 Cytochrome c oxidase assembly 85464 COA1; cell organization and membrane;mitochondrion protein binding 131 0.52 0.40
factor 1 [0S=Saccharomyces 9 YIL157C biogenesis
cerevisiae $288c]
P40496 37S ribosomal protein $25, 85471 RSM25; cell organization and mitochondrion;ribosome structural molecule 1.154 0.468 0.41
mitochondrial 5 YILO93C biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae
5288¢]
P53311 Mitochondrial pyruvate carrier 3 85315 FMP43; transport membrane;mitochondrion transporter activity 1.154 0.468 0.41
[OS=Saccharomyces cerevisiae 8 MPC3;
5288c] YGR243
W
P40215 External NADH-ubiquinone 85517 NDE1; metabolic process mitochondrion catalytic 5.078 2.065 0.41
oxidoreductase 1, mitochondrial 6 YMR145 activity;nucleotide
[OS=Saccharomyces cerevisiae C binding
5288c]
P40513 Mitochondrial acidic protein 85474 MAM33; metabolic process;regulation mitochondrion;organelle lumen translation 2.831 1.154 0.41
MAM33 [0S=Saccharomyces 0 YILO70C of biological process regulator activity
cerevisiae $288c]
Q06698 Putative ATP-dependent RNA 85113 YLR419 metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.201 0.082 0.41
helicase YLR419W 7 w; activity;nucleotide
[0S=Saccharomyces cerevisiae YLR419 binding;protein
5288c] W binding;RNA binding
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Q04599 54S ribosomal protein L1, 85169 MRPL1; cell organization and mitochondrion;ribosome RNA 1.069 0.438 0.41
mitochondrial 4 YDR116 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae C molecule activity
5288¢]
P28625 Protein YIM1 [OS=Saccharomyces 85518 YIM1; metabolic process;response cytoplasm;endoplasmic catalytic 1.069 0.438 0.41
cerevisiae $288c] 3 YMR152 to stimulus reticulum;mitochondrion activity;metal ion
W binding
P35180 mitochondrial import receptor 85297 TOM20; cell organization and membrane;mitochondrion protein 1.031 0.425 0.41
subunit Tom20 3 YGR082 biogenesis;transport binding;transporter
[0S=Saccharomyces cerevisiae w activity
5288¢]
P38175 37S ribosomal protein MRP21, 85218 MRP21; cell organization and mitochondrion;ribosome structural molecule 1.031 0.425 0.41
mitochondrial 8 YBLO90 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae W
5288c]
P28834 Isocitrate dehydrogenase [NAD] 85569 IDH1; metabolic process;transport cytosol;mitochondrion;organelle lumen catalytic 7.859 3.281 0.42
subunit 1, mitochondrial 1 YNLO37C activity;metal ion
[0S=Saccharomyces cerevisiae binding;nucleotide
5288c] binding;protein
binding;RNA binding
P18496 Mitochondrial ATPase complex 85110 ATP10; cell organization and cytoplasm;membrane;mitochondrion protein binding 1.818 0.778 0.43
subunit ATP10 9 YLR393 biogenesis
[0S=Saccharomyces cerevisiae w
5288c]
Q02204 54S ribosomal protein L13, 85387 MRPL13; cell organization and mitochondrion;ribosome structural molecule 0.778 0.334 0.43
mitochondrial 5 YKRO06C biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae
5288¢]
Q99297 Mitochondrial 2-oxodicarboxylate 85439 0oDC2; metabolic process;transport membrane;mitochondrion structural molecule 0.778 0.334 0.43
carrier 2 [0S=Saccharomyces 7 YOR222 activity;transporter
cerevisiae S288c] W activity
Q07914 mitochondrial import inner 85069 PAM18; regulation of biological membrane;mitochondrion enzyme regulator 0.778 0.334 0.43
membrane translocase subunit 4 YLROO8C process;transport activity;protein
TIM14 [0S=Saccharomyces binding;transporter
cerevisiae S288c] activity
P32387 54S ribosomal protein L41, 85201 MRP20; cell organization and mitochondrion;ribosome nucleotide 0.719 0.311 0.43
mitochondrial 4 YDR405 biogenesis;metabolic process binding;protein
[0S=Saccharomyces cerevisiae w binding;RNA
$5288c] binding;structural
molecule activity
P38172 MIOREX complex component 3 85218 YBLO9S membrane;mitochondrion 0.719 0.311 0.43
[OS=Saccharomyces cerevisiae 1 w;
5288c] MRX3;
YBLO95
W
P07213 Mitochondrial import receptor 85560 TOM70; cell organization and membrane;mitochondrion protein 2.665 1.154 0.43
subunit TOM70 2 YNL121C biogenesis;transport binding;transporter
[OS=Saccharomyces cerevisiae activity
5288c]
P14063 54S ribosomal protein L31, 85372 MRPL31; cell organization and mitochondrion;ribosome structural molecule 0.668 0.292 0.44
mitochondrial 0 YKL138C biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae
5288c]
Q06090 54S ribosomal protein L51, 85621 MRPL51; cell organization and mitochondrion;ribosome RNA 0.668 0.292 0.44
mitochondrial 4 YPR100 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
P42834 mitochondrial DnalJ homolog 2 85538 MDJ2; regulation of biological membrane;mitochondrion enzyme regulator 0.668 0.292 0.44
[OS=Saccharomyces cerevisiae 8 YNL328C process;transport activity;transporter
$5288c] activity
Q06892 NADH kinase POS5, mitochondrial 85591 POS5; metabolic process;response mitochondrion;organelle lumen catalytic 1.565 0.688 0.44
[0S=Saccharomyces cerevisiae 3 YPL188 to stimulus activity;nucleotide
5288c] W binding
P38152 Tricarboxylate transport protein 85259 CTP1; metabolic process;transport membrane;mitochondrion structural molecule 0.551 0.245 0.44
[0S=Saccharomyces cerevisiae 4 YBR291C activity;transporter
5288c] activity
P40086 Cytochrome c oxidase assembly 85688 COX15; cell organization and membrane;mitochondrion catalytic 2.594 1.154 0.44
protein cox15 4 YER141 biogenesis;metabolic activity;transporter
[0S=Saccharomyces cerevisiae w process;transport activity
5288¢]
P36528 54S ribosomal protein L17, 85546 MRPL17; cell organization and mitochondrion;ribosome structural molecule 0.52 0.233 0.45
mitochondrial 9 YNL252C biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae
5288¢]
P36013 NAD-dependent malic enzyme, 85383 MAEL; metabolic process mitochondrion;organelle lumen catalytic 1.512 0.679 0.45
mitochondrial 9 YKL029C activity;metal ion
[OS=Saccharomyces cerevisiae binding;nucleotide
5288c] binding
P04840 Mitochondrial outer membrane 85566 POR1; cell death;cell organization cytoplasm;membrane;mitochondrion transporter activity 15.23 6.848 0.45
protein porin 1 9 YNLO55C and biogenesis;cellular 8
[OS=Saccharomyces cerevisiae homeostasis;regulation of
5288c] biological process;transport
Q07349 MIOREX complex component 9 85153 YDLO27C endoplasmic reticulum;membrane;mitochondrion 2.433 1.096 0.45
[0S=Saccharomyces cerevisiae 5 ; MRX9;
5288c] YDLO27C
P34224 Uncharacterized protein 85222 YBLO59 membrane;mitochondrion 0.468 0.212 0.45
YBLO59W [0S=Saccharomyces 1 w;
cerevisiae 5288c] YBLO59
W
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P32839 Mitochondrial chaperone BCS1 85198 BCS1; cell organization and cytosol;membrane;mitochondrion catalytic 0.425 0.194 0.46
[0S=Saccharomyces cerevisiae 1 YDR375 biogenesis;metabolic activity;nucleotide
5288c] C process;response to binding;transporter
stimulus;transport activity
Q01976 ADP-ribose pyrophosphatase 85240 YSA1; metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.425 0.194 0.46
[0S=Saccharomyces cerevisiae 8 YBR111C activity;metal ion
5288c] binding
P25348 54S ribosomal protein L32, 85035 MRPL32; cell organization and membrane;mitochondrion;ribosome RNA 0.389 0.179 0.46
mitochondrial 9 YCRO03 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
P22136 ATPase expression protein 2, 85532 AEP2; metabolic process;regulation mitochondrion RNA binding 0.359 0.166 0.46
mitochondrial 5 YMR282 of biological process
[OS=Saccharomyces cerevisiae C
5288c]
Q06630 Mitochondrial homologous 85189 MHR1; cell organization and mitochondrion;nucleus catalytic 0.359 0.166 0.46
recombination protein 1 0 YDR296 biogenesis;metabolic activity;DNA
[0S=Saccharomyces cerevisiae w process;regulation of binding;structural
5288c] biological process;response molecule activity
to stimulus
P36516 54S ribosomal protein L3, 85503 MRPL3; cell organization and mitochondrion;nucleus;ribosome catalytic 1.043 0.487 0.47
mitochondrial 9 YMRO024 biogenesis;metabolic activity;RNA
[0S=Saccharomyces cerevisiae w process;response to stimulus binding;structural
5288c] molecule activity
P38297 Mitofusin FZO1 85247 FZ01; cell organization and membrane;mitochondrion catalytic 0.304 0.142 0.47
[0S=Saccharomyces cerevisiae 7 YBR179C biogenesis activity;nucleotide
$288c] binding;protein
binding
Q06089 Uncharacterized mitochondrial 85621 YPR098C membrane;mitochondrion 4.623 2.162 0.47
outer membrane protein 3 ;
YPR098C [0S=Saccharomyces YPR098C
cerevisiae 5288c]
Q07500 External NADH-ubiquinone 85147 NDE2; metabolic process mitochondrion catalytic 6.356 2.981 0.47
oxidoreductase 2, mitochondrial 4 YDLO85 activity;nucleotide
[OS=Saccharomyces cerevisiae W binding
5288c]
P25270 rRNA methyltransferase 1, 85437 MRM1; metabolic process mitochondrion catalytic 0.274 0.129 0.47
mitochondrial 6 YOR201 activity;RNA binding
[0S=Saccharomyces cerevisiae C
5288¢]
P38122 3-methyl-2-oxobutanoate 85247 ECM31; metabolic process mitochondrion catalytic activity 0.259 0.122 0.47
hydroxymethyltransferase 4 YBR176
[0S=Saccharomyces cerevisiae w
5288¢]
P36008 Elongation factor 1-gamma 2 85378 TEF4; metabolic process;regulation cytoplasm;mitochondrion;nucleus;ribosome catalytic 0.202 0.096 0.48
[OS=Saccharomyces cerevisiae 1 YKLO81 of biological process activity;protein
$288c] W binding;RNA binding
P47039 Probable kynurenine-- 85338 BNA3; metabolic process;regulation cytoplasm;mitochondrion catalytic activity 0.212 0.101 0.48
oxoglutarate transaminase BNA3 6 YJLO6OW of biological process
[OS=Saccharomyces cerevisiae
5288c]
Q03430 37S ribosomal protein RSM28, 85210 RSM28; cell organization and mitochondrion;ribosome structural molecule 3.062 1.462 0.48
mitochondrial 5 YDR494 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]
P00359 Glyceraldehyde-3-phosphate 85310 TDH3; cell death;metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 6.406 3.062 0.48
dehydrogenase 3 6 YGR192 ;nucleus activity;nucleotide
[OS=Saccharomyces cerevisiae C binding;RNA binding
5288¢]
P40165 NAD(P)H-hydrate epimerase 85552 YNL200C metabolic process cytoplasm;mitochondrion catalytic 1.61 0.778 0.48
[OS=Saccharomyces cerevisiae 1 ; activity;metal ion
5288c] YNL200C binding;nucleotide
binding
P32048 Lysine--tRNA ligase, 85565 MSK1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.122 0.059 0.48
mitochondrial 1 YNLO73 biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae w process;transport binding;RNA binding
5288c]
P39925 Mitochondrial respiratory chain 85673 AFG3; cell organization and membrane;mitochondrion catalytic 1.015 0.492 0.48
complexes assembly protein 7 YER017C biogenesis;metabolic activity;metal ion
AFG3 [OS=Saccharomyces process;response to binding;nucleotide
cerevisiae 5288c] stimulus;transport binding;protein
binding
Q12480 Probable electron transfer 85611 AlM45; metabolic process;transport mitochondrion;organelle lumen catalytic 2.548 1.239 0.49
flavoprotein subunit alpha, 2 YPRO04C activity;nucleotide
mitochondrial binding
[OS=Saccharomyces cerevisiae
5288c]
Q04458 Fatty aldehyde dehydrogenase 85513 HFD1; metabolic process endoplasmic catalytic activity 3.642 1.783 0.49
HFD1 [OS=Saccharomyces 7 YMR110 reticulum;endosome;membrane;mitochondri
cerevisiae 5288c] C on
P06208-1 2-isopropylmalate synthase 85561 LEU4; metabolic process cytoplasm;mitochondrion catalytic 4.223 2.07 0.49
[0S=Saccharomyces cerevisiae 9 YNL104C activity;protein
5288c] binding
P00175 Cytochrome b2, mitochondrial 85495 CYB2; metabolic process;transport cytosol;membrane;mitochondrion;nucleus catalytic 0.679 0.334 0.49
[OS=Saccharomyces cerevisiae 0 YMLO54 activity;metal ion
5288c] C binding;nucleotide
binding
P00358 glyceraldehyde-3-phosphate 85346 TDH2; cell death;metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 3.489 1.721 0.49
dehydrogenase 2 5 YJR009C ;nucleus activity;nucleotide

[0S=Saccharomyces cerevisiae
5288c]

binding;protein
binding
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P49095 Glycine dehydrogenase 85522 GCV2; metabolic process cytosol;mitochondrion catalytic activity 1.575 0.778 0.49
(Decarboxylating), mitochondrial 7 YMR189
[0S=Saccharomyces cerevisiae w
5288¢]
P32787 Mitochondrial genome 85360 MGM10 cell organization and chromosome;mitochondrion DNA binding 3.281 1.637 0.50
maintenance protein MGM101 9 1; biogenesis;metabolic
[OS=Saccharomyces cerevisiae YJR144 process;response to stimulus
5288c] W
P07806 Valine--tRNA ligase, 85298 VAS1; metabolic process;regulation cytoplasm;cytosol;mitochondrion catalytic 0.668 0.334 0.50
mitochondrial 6 YGR094 of biological process activity;nucleotide
[0S=Saccharomyces cerevisiae w binding
5288¢]
P36517 54S ribosomal protein L4, 85116 MRPL4; cell organization and mitochondrion;ribosome structural molecule 2.162 1.081 0.50
mitochondrial 0 YLR439 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]
P53170 [Pyruvate dehydrogenase (acetyl- 85282 PKP2; metabolic process;regulation mitochondrion;organelle lumen catalytic 0.778 0.389 0.50
transferring)] kinase 2, 1 YGLO59 of biological process activity;nucleotide
mitochondrial w binding;protein
[0S=Saccharomyces cerevisiae binding
5288¢]
P28817 3-hydroxyisobutyryl-CoA 85160 EHD3; metabolic process mitochondrion catalytic activity 0.743 0.374 0.50
hydrolase, mitochondrial 6 YDRO36
[OS=Saccharomyces cerevisiae C
5288¢]
P23180 Probable oxidoreductase AIM17 85636 AIM17; cell organization and mitochondrion catalytic 2.981 1.512 0.51
[OS=Saccharomyces cerevisiae 5 YHLO21C biogenesis;metabolic process activity;metal ion
5288c] binding
Q08023 Protein FMP25, mitochondrial 85076 FMP25; cell organization and membrane;mitochondrion 1.412 0.719 0.51
[0S=Saccharomyces cerevisiae 6 YLRO77 biogenesis
5288¢] w
P36066 Protein MRG3-like 85372 YKL133C metabolic process membrane;mitochondrion protein binding 1.054 0.54 0.51
[OS=Saccharomyces cerevisiae 5 ;
5288c] YKL133C
Q06668 Methyltransferase OMS1, 85191 OMS1; metabolic process membrane;mitochondrion catalytic activity 0.585 0.301 0.51
mitochondrial 1 YDR316
[OS=Saccharomyces cerevisiae w
5288¢]
P04037 cytochrome c oxidase subunit 4, 85268 COX4; cell organization and membrane;mitochondrion catalytic 27.48 14.19 0.52
mitochondrial 8 YGL187C biogenesis;metabolic activity;metal ion 9
[0S=Saccharomyces cerevisiae process;transport binding;transporter
5288c] activity
P40053 Altered inheritance of 85681 AIM9; mitochondrion 4.036 2.086 0.52
mitochondria protein 9, 3 YER0O80
mitochondrial W
[OS=Saccharomyces cerevisiae
5288c]
P50945 MICOS complex subunit MIC27 85562 AIM37; cell organization and membrane;mitochondrion 0.968 0.501 0.52
[0S=Saccharomyces cerevisiae 3 MIC27; biogenesis
5288c] YNL100
W
P51998 54S ribosomal protein yml6, 85498 YML6; cell organization and mitochondrion;ribosome RNA 1.404 0.73 0.52
mitochondrial 3 YMLO25 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae C molecule activity
5288¢]
Q12230 Sphingolipid long chain base- 85610 LSP1; regulation of biological cytoplasm;membrane;mitochondrion 24.11 12.59 0.52
responsive protein LSP1 3 YPLOO4C process;response to 9 4
[0S=Saccharomyces cerevisiae stimulus;transport
5288¢]
P43617 Uncharacterized mitochondrial 85060 YFR045 metabolic process;transport membrane;mitochondrion structural molecule 0.778 0.413 0.53
carrier YFRO45W 6 w; activity;transporter
[0S=Saccharomyces cerevisiae YFRO45 activity
5288¢] w
P36520 54S ribosomal protein L10, 85543 MRPL10; cell organization and mitochondrion;ribosome structural molecule 0.73 0.389 0.53
mitochondrial 6 YNL284C biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae
5288c]
P53736 Uncharacterized protein 85577 YNRO40 mitochondrion 0.73 0.389 0.53
YNRO40OW [OS=Saccharomyces 6 w;
cerevisiae $288c] YNRO40
W
P53305 Mitochondrial 37S ribosomal 85312 RSM27; cell organization and mitochondrion;ribosome structural molecule 2.162 1.154 0.53
protein $27 [0S=Saccharomyces 9 YGR215 biogenesis;metabolic process activity
cerevisiae $288c] W
Q04935 Cytochrome c oxidase protein 20, 85181 COX20; cell organization and membrane;mitochondrion protein binding 1.894 1.031 0.54
mitochondrial 7 YDR231 biogenesis;metabolic process
[OS=Saccharomyces cerevisiae C
5288c]
P32891 D-lactate dehydrogenase 85138 DLD1; metabolic process;transport membrane;mitochondrion catalytic 11.25 6.128 0.54
[cytochrome] 1, mitochondrial 0 YDL174C activity;nucleotide 3
[OS=Saccharomyces cerevisiae binding
5288c]
POCS90 Heat shock protein SSC1, 85350 SSC1; cell organization and membrane;mitochondrion;nucleus;organelle catalytic 26.82 14.64 0.55
mitochondrial 3 YJR045C biogenesis;metabolic lumen activity;enzyme 6 7
[OS=Saccharomyces cerevisiae process;regulation of regulator
5288c] biological process;transport activity;nucleotide
binding;protein
binding
P39522 Dihydroxy-acid dehydratase, 85347 ILV3; metabolic process mitochondrion catalytic 16.47 9 0.55
mitochondrial 3 YJRO16C activity;metal ion 5

[OS=Saccharomyces cerevisiae

binding
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$288c]

P38071 Enoyl-[acyl-carrier protein] 85231 ETR1; metabolic process mitochondrion;organelle lumen catalytic 9 4.926 0.55
reductase [NADPH, B-specific], 4 YBR026C activity;DNA
mitochondrial binding;metal ion
[0S=Saccharomyces cerevisiae binding
5288¢]
P43616 Cys-Gly metallodipeptidase dugl 85060 DUGI; metabolic process cytoplasm;mitochondrion;ribosome catalytic 0.848 0.468 0.55
[0S=Saccharomyces cerevisiae 5 YFR044C activity;metal ion
5288c] binding
P39006 Phosphatidylserine decarboxylase 85555 PSD1; metabolic process;regulation membrane;mitochondrion catalytic activity 0.487 0.269 0.55
proenzyme 1, mitochondrial 2 YNL169C of biological process
[0S=Saccharomyces cerevisiae
5288¢]
P32860 NifU-like protein, mitochondrial 85382 NFU1; cell organization and mitochondrion;organelle lumen metal ion binding 3.87 2.162 0.56
[0S=Saccharomyces cerevisiae 6 YKLO40C biogenesis;cellular
$5288c] homeostasis;metabolic
process
Q05892 MIOREX complex component 2 85099 YLR290C metabolic process mitochondrion catalytic activity 3.87 2.162 0.56
[0S=Saccharomyces cerevisiae 7 ;
5288¢] coQiy;
YLR290C
Q04472 Mitochondrial inner membrane i- 85514 MGR3; metabolic process membrane;mitochondrion protein binding 0.417 0.233 0.56
AAA protease supercomplex 2 YMR115
subunit MGR3 W
[OS=Saccharomyces cerevisiae
5288¢]
P47052 succinate dehydrogenase 85340 YJLO45W metabolic process;transport membrane;mitochondrion catalytic 4.043 2.262 0.56
[ubiquinone] flavoprotein subunit 5 ; activity;nucleotide
2, mitochondrial YJLO45W binding
[OS=Saccharomyces cerevisiae
5288c]
P28241 Isocitrate dehydrogenase [NAD] 85430 IDH2; metabolic process mitochondrion;organelle lumen catalytic 4.179 2.34 0.56
subunit 2, mitochondrial 3 YOR136 activity;metal ion
[OS=Saccharomyces cerevisiae w binding;nucleotide
5288c] binding;protein
binding;RNA binding
Q06567 ABC1 family protein MCP2 85095 YLR253 cell organization and membrane;mitochondrion 0.389 0.218 0.56
[OS=Saccharomyces cerevisiae 5 w; biogenesis
5288¢] MCP2;
YLR253
W
Q12374 Nuclear control of ATPase protein 85627 NCA2; metabolic process membrane;mitochondrion 0.668 0.377 0.56
2 [0S=Saccharomyces cerevisiae 8 YPR155C
5288c]
P24720 Protein MNE1 85453 MNE1; metabolic process cytoplasm;mitochondrion;organelle lumen 0.343 0.194 0.57
[0S=Saccharomyces cerevisiae 2 YOR350
5288¢] C
Q12233 ATP synthase subunit g, 85613 ATP20; cell organization and membrane;mitochondrion catalytic 1.371 0.778 0.57
mitochondrial 1 YPRO20 biogenesis;metabolic activity;transporter
[0S=Saccharomyces cerevisiae w process;transport activity
5288¢]
Q12165 ATP synthase subunit delta, 85156 ATP16; metabolic process;transport membrane;mitochondrion catalytic 1.371 0.778 0.57
mitochondrial 0 YDLO0O4 activity;transporter
[OS=Saccharomyces cerevisiae w activity
5288c]
P53326 Uncharacterized protein 85318 YGR266 membrane;mitochondrion 0.778 0.442 0.57
YGR266W [0S=Saccharomyces 2 w;
cerevisiae $5288c] YGR266
W
P00830 ATP synthase subunit beta, 85358 ATP2; metabolic process;transport cytosol;membrane;mitochondrion catalytic 38.81 22.26 0.57
mitochondrial 5 YJR121 activity;nucleotide 1 3
[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding;transporter
activity
P27929 37S ribosomal protein NAM9, 85558 NAMS; cell organization and mitochondrion;ribosome RNA 1.202 0.693 0.58
mitochondrial 5 YNL137C biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae process;regulation of molecule activity
5288c] biological process
P32316 acetyl-CoA hydrolase 85226 ACH1; metabolic process cytoplasm;cytosol;mitochondrion catalytic activity 10.49 6.055 0.58
[0S=Saccharomyces cerevisiae 6 YBLO15 8
5288¢] w
P23833 Protein SCO1, mitochondrial 85232 SCo1; cell organization and membrane;mitochondrion antioxidant 1.154 0.668 0.58
[OS=Saccharomyces cerevisiae 5 YBR0O37C biogenesis;cellular activity;catalytic
5288c] homeostasis;response to activity;metal ion
stimulus;transport binding
P36531 54S ribosomal protein L36, 85241 MRPL36; cell organization and mitochondrion;ribosome structural molecule 1.154 0.668 0.58
mitochondrial 9 YBR122C biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae
5288c]
P53732 37S ribosomal protein S12, 85577 MRPS12 cell organization and mitochondrion;ribosome structural molecule 1.154 0.668 0.58
mitochondrial 2 ; biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae YNRO36
5288c] C
P16622 Ferrochelatase, mitochondrial 85434 HEM15; metabolic process membrane;mitochondrion catalytic activity 4.337 2.511 0.58
[0S=Saccharomyces cerevisiae 7 YOR176
5288¢] w
P18239 ADP,ATP carrier protein 2 85225 PETY; cell death;metabolic membrane;mitochondrion structural molecule 47.06 27.48 0.58
[OS=Saccharomyces cerevisiae 0 YBLO30C process;transport activity;transporter 4

$288c]

activity
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Q00402 Nuclear migration protein NUM1 85172 NUM1; cell organization and endoplasmic reticulum;mitochondrion catalytic 0.065 0.038 0.58
[0S=Saccharomyces cerevisiae 7 YDR150 biogenesis;cellular activity;motor
5288c] w component activity;protein
movement;metabolic binding
process;regulation of
biological process;transport
P12687 54S ribosomal protein L2, 85572 MRP7; cell organization and mitochondrion;ribosome catalytic 1.848 1.081 0.58
mitochondrial 7 YNLOOS5C biogenesis;metabolic process activity;RNA
[0S=Saccharomyces cerevisiae binding;structural
5288c] molecule activity
P36112 MICOS complex subunit Mic60 85388 FCJ1; cell organization and membrane;mitochondrion 15.37 9 0.59
[0S=Saccharomyces cerevisiae 6 MIC60; biogenesis;transport 9
$288c] YKRO16
W
P15424 ATP-dependent RNA helicase 85177 MSS116; metabolic process;regulation mitochondrion;organelle lumen catalytic 1.783 1.047 0.59
MSS116, mitochondrial 5 YDR194 of biological process activity;nucleotide
[0S=Saccharomyces cerevisiae C binding;RNA binding
5288¢]
P53724 54S ribosomal protein L50, 85575 MRPL50; cell organization and mitochondrion;ribosome structural molecule 0.995 0.585 0.59
mitochondrial 6 YNRO22 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae C
5288¢]
P17695 Glutaredoxin-2, mitochondrial 85212 GRX2; cellular cytoplasm;cytosol;mitochondrion;nucleus antioxidant 0.874 0.52 0.59
[OS=Saccharomyces cerevisiae 4 YDR513 homeostasis;metabolic activity;catalytic
5288c] w process;regulation of activity
biological process;response
to stimulus;transport
P14832 peptidyl-prolyl cis-trans 85173 CPR1; cell differentiation;cell cytoplasm;mitochondrion;nucleus catalytic 0.874 0.52 0.59
isomerase [0S=Saccharomyces 3 YDR155 organization and activity;RNA binding
cerevisiae $288c] C biogenesis;metabolic
process;regulation of
biological process;transport
Q08742 Thiosulfate sulfurtransferase 85446 RDL2; mitochondrion catalytic activity 0.874 0.52 0.59
RDL2, mitochondrial 0 YOR286
[OS=Saccharomyces cerevisiae w
5288¢]
Q00711 Succinate dehydrogenase 85370 SDH1; metabolic process;transport membrane;mitochondrion catalytic 8.454 5.032 0.60
[ubiquinone] flavoprotein 9 YKL148C activity;nucleotide
subunit, mitochondrial binding;protein
[0S=Saccharomyces cerevisiae binding
5288¢]
P36101 tRNA 85384 TCD2; metabolic process cytosol;membrane;mitochondrion catalytic 0.778 0.468 0.60
threonylcarbamoyladenosine 1 YKLO27 activity;nucleotide
dehydratase 2 w; binding
[0S=Saccharomyces cerevisiae YKLO27
5288¢] w
Q03020 iron sulfur cluster assembly 85596 I1SU1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.778 0.468 0.60
protein 1, mitochondrial 8 YPL135 biogenesis;cellular activity;metal ion
[OS=Saccharomyces cerevisiae W homeostasis;metabolic binding;protein
5288c] process binding
P25642 54S ribosomal protein IMG2, 85043 IMG2; cell organization and mitochondrion;ribosome structural molecule 0.778 0.468 0.60
mitochondrial 4 YCRO71C biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae
5288¢]
P25087 Sterol 24-C-methyltransferase 85500 ERG6; metabolic process endoplasmic catalytic activity 1.424 0.859 0.60
[0S=Saccharomyces cerevisiae 3 YMLO08 reticulum;membrane;mitochondrion
5288¢] C
P38825 Protein TOM71 85651 TOM71; transport membrane;mitochondrion protein 0.701 0.425 0.61
[OS=Saccharomyces cerevisiae 7 YHR117 binding;transporter
$5288c] W activity
P53206 putative cysteine synthase 85289 YGR0O12 metabolic process catalytic activity 1.346 0.817 0.61
[0S=Saccharomyces cerevisiae 5 w;
5288c] YGRO12
W
P32843 Mitochondrial escape protein 2 85534 YME2; cell organization and membrane;mitochondrion nucleotide 3.458 2.099 0.61
[0S=Saccharomyces cerevisiae 8 YMR302 biogenesis;metabolic process binding;RNA binding
5288¢] [«
P38891 Branched-chain-amino-acid 85661 BAT1; metabolic process;regulation mitochondrion;organelle lumen catalytic activity 7.111 4.337 0.61
aminotransferase, mitochondrial 5 YHR208 of biological
[OS=Saccharomyces cerevisiae w process;response to stimulus
5288c]
P33416 Heat shock protein 78, 85184 HSP78; cell organization and mitochondrion;organelle lumen catalytic 4.264 2.609 0.61
mitochondrial 5 YDR258 biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae C process;regulation of binding;protein
5288c] biological process;response binding
to stimulus
Q02776 Mitochondrial import inner 85604 TIM50; cell organization and membrane;mitochondrion catalytic 7.483 4.623 0.62
membrane translocase subunit 2 YPLO63 biogenesis;metabolic activity;protein
TIM50 [0S=Saccharomyces w process;transport binding;transporter
cerevisiae $288c] activity
Q12375 mitochondrial ornithine 85429 ORT1; metabolic process;transport membrane;mitochondrion structural molecule 0.54 0.334 0.62
transporter 1 [0S=Saccharomyces 7 YOR130 activity;transporter
cerevisiae $288c] C activity
P14693 sorting assembly machinery 35 85648 SAM35; cell organization and membrane;mitochondrion protein binding 0.54 0.334 0.62
kDa subunit [0S=Saccharomyces 3 YHRO083 biogenesis;transport
cerevisiae 5288c] Y
P31334 54S ribosomal protein L9, 85313 MRPLSY; cell organization and mitochondrion;ribosome structural molecule 0.501 0.311 0.62
mitochondrial 5 YGR220 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae C

5288c]

62




Q12428 Probable 2-methylcitrate 85610 PDH1; metabolic process cytoplasm;membrane;mitochondrion catalytic activity 12.33 7.66 0.62
dehydratase [0S=Saccharomyces 8 YPR002 5
cerevisiae $288c] W
P00890 citrate synthase, mitochondrial 85573 CIT1; metabolic process;transport cytosol;mitochondrion;organelle lumen catalytic activity 8.211 5.105 0.62
[OS=Saccharomyces cerevisiae 2 YNROO1
5288c] C
P32191 Glycerol-3-phosphate 85465 GUT2; metabolic process membrane;mitochondrion catalytic activity 6.097 3.796 0.62
dehydrogenase, mitochondrial 1 YIL155C
[0S=Saccharomyces cerevisiae
5288¢]
P38271 Protein OPY1 [0S=Saccharomyces 85242 OPY1; cytoplasm;mitochondrion 0.438 0.274 0.63
cerevisiae 5288c] 6 YBR129C
P49954 probable hydrolase NIT3 85106 NIT3; metabolic process cytoplasm;mitochondrion catalytic activity 0.438 0.274 0.63
[0S=Saccharomyces cerevisiae 5 YLR351C
5288¢]
P42900 Sigma-like sequence protein 1, 85083 SLS1; cell organization and membrane;mitochondrion protein binding 0.425 0.266 0.63
mitochondrial 0 YLR139C biogenesis;metabolic process
[0S=Saccharomyces cerevisiae
5288¢]
P25719 Peptidyl-prolyl cis-trans 85489 CPR3; cell death;metabolic process mitochondrion;organelle lumen catalytic activity 2.415 1.512 0.63
isomerase C, mitochondrial 7 YMLO78
[OS=Saccharomyces cerevisiae W
5288c]
P25349 Flavoprotein-like protein YCP4 85036 YCP4; metabolic process;regulation cytoplasm;membrane;mitochondrion catalytic 5.813 3.642 0.63
[OS=Saccharomyces cerevisiae 0 YCRO04C of biological process activity;nucleotide
5288c] binding;protein
binding
Q02981 ABC1 family protein YPL109C, 85599 YPL109C mitochondrion 0.413 0.259 0.63
mitochondrial 5 ;
[0S=Saccharomyces cerevisiae YPL109C
5288¢]
P28239 Inorganic pyrophosphatase, 85530 PPA2; metabolic process cytoplasm;mitochondrion catalytic 0.413 0.259 0.63
mitochondrial 9 YMR267 activity;metal ion
[0S=Saccharomyces cerevisiae w binding
5288¢]
P48015 Aminomethyltransferase, 85158 GCV1; metabolic process mitochondrion catalytic 8.047 5.062 0.63
mitochondrial 2 YDRO19 activity;protein
[OS=Saccharomyces cerevisiae C binding
5288¢]
P49017 2-methoxy-6-polyprenyl-1,4- 85493 coaQs; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.389 0.245 0.63
benzoquinol methylase, 0 YML110
mitochondrial C
[0S=Saccharomyces cerevisiae
5288¢]
P43635 Citrate synthase 3, mitochondrial 85610 CIT3; metabolic process mitochondrion catalytic activity 3.642 2.3 0.63
[OS=Saccharomyces cerevisiae 7 YPROO1
5288c] W
P47127 Altered inheritance of 85354 AIM24; cell organization and mitochondrion 2.857 1.807 0.63
mitochondria protein 24, 3 YJRO80C biogenesis
mitochondrial
[OS=Saccharomyces cerevisiae
5288c]
P08417 fumarate hydratase, 85586 FUM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle catalytic activity 8.237 5.21 0.63
mitochondrial 6 YPL262 biogenesis;metabolic process lumen
[OS=Saccharomyces cerevisiae w
5288c]
P43567 alanine--glyoxylate 85051 AGX1; metabolic process cytosol;mitochondrion catalytic activity 2.162 1.371 0.63
aminotransferase 1 4 YFLO30
[OS=Saccharomyces cerevisiae w
5288c]
P53252 sphingolipid long chain base- 85297 PIL1; cell organization and cytoplasm;membrane;mitochondrion protein binding 10.45 6.627 0.63
responsive protein PIL1 7 YGR086 biogenesis;regulation of
[0S=Saccharomyces cerevisiae C biological process;response
5288c] to stimulus;transport
P34227 Mitochondrial peroxiredoxin 85221 PRX1; cellular mitochondrion antioxidant 5.158 3.281 0.64
PRX1 [0S=Saccharomyces 5 YBLO64C homeostasis;metabolic activity;catalytic
cerevisiae 5288c] process;regulation of activity
biological process;response
to stimulus
P40961 prohibitin-1 [OS=Saccharomyces 85303 PHB1; cell organization and membrane;mitochondrion protein binding 5.158 3.281 0.64
cerevisiae 5288c] 3 YGR132 biogenesis;metabolic
C process;regulation of
biological process
P20967 2-oxoglutarate dehydrogenase, 85468 KGD1; metabolic process cytosol;mitochondrion;organelle lumen catalytic activity 8.168 5.201 0.64
mitochondrial 1 YIL125W
[OS=Saccharomyces cerevisiae
5288¢]
P12695 Dihydrolipoyllysine-residue 85565 LAT1; metabolic process mitochondrion;organelle lumen catalytic activity 5.898 3.758 0.64
acetyltransferase component of 3 YNLO71
pyruvate dehydrogenase w
complex, mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
Q01532-1 Cysteine proteinase 1, mitochondrial [0S=Saccharomyces metabolic process;regulation cytoplasm;mitochondrion catalytic 0.28 0.179 0.64
cerevisiae $288c] of biological activity;DNA
process;response to stimulus binding;RNA binding
P40047 Aldehyde dehydrogenase 5, 85680 ALDS; metabolic process mitochondrion;organelle lumen catalytic activity 1.955 1.254 0.64
mitochondrial 4 YERO73
[OS=Saccharomyces cerevisiae w

$288c]
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P38771 Ribosome-recycling factor, 85643 RRF1; cell organization and mitochondrion RNA binding 1.955 1.254 0.64
mitochondrial 3 YHR038 biogenesis;metabolic process
[0S=Saccharomyces cerevisiae w
5288¢]
P32445 Single-stranded DNA-binding 85039 RIM1; cell organization and mitochondrion DNA binding 1.783 1.154 0.65
protein RIM1, mitochondrial 5 YCR028C biogenesis;metabolic
[0S=Saccharomyces cerevisiae -A process;regulation of
5288c] biological process
Q03653 protein EFR3 [0S=Saccharomyces 85525 EFR3; membrane;mitochondrion 0.148 0.096 0.65
cerevisiae $288c] 2 YMR212
C
P09624 Dihydrolipoyl dehydrogenase, 85052 LPD1; cellular mitochondrion;organelle lumen catalytic 21.53 14.01 0.65
mitochondrial 7 YFLO18C homeostasis;metabolic activity;nucleotide 9 3
[0S=Saccharomyces cerevisiae process;regulation of binding
5288c] biological process
P32473 Pyruvate dehydrogenase E1 85252 PDB1; metabolic process mitochondrion;organelle lumen catalytic activity 6.848 4.456 0.65
component subunit beta, 2 YBR221C
mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
P07275 Delta-1-pyrroline-5-carboxylate 85643 PUT2; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 5.579 3.642 0.65
dehydrogenase, mitochondrial 2 YHR037
[0S=Saccharomyces cerevisiae w
5288¢]
P53140 Protein RMD9, mitochondrial 85277 RMD9; cell differentiation;metabolic membrane;mitochondrion RNA binding 1.154 0.756 0.66
[0S=Saccharomyces cerevisiae 1 YGL107C process;regulation of
5288c] biological process
P19414 Aconitate hydratase, 85101 ACO1; cell organization and cytoplasm;cytosol;mitochondrion;organelle catalytic 24.88 16.34 0.66
mitochondrial 3 YLR304C biogenesis;metabolic lumen activity;DNA 5 3
[0S=Saccharomyces cerevisiae process;transport binding;metal ion
5288c] binding
P40341 Mitochondrial respiratory chain 85511 YTA12; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.184 0.778 0.66
complexes assembly protein 4 YMRO089 biogenesis;metabolic activity;metal ion
YTA12 [0S=Saccharomyces C process;response to binding;nucleotide
cerevisiae $288c] stimulus;transport binding;protein
binding
P32453 Protein ATP11, mitochondrial 85540 ATP11; cell organization and mitochondrion protein binding 1.512 0.995 0.66
[0S=Saccharomyces cerevisiae 1 YNL315C biogenesis
5288¢]
P40033 37S ribosomal protein rsm18, 85677 RSM18; cell organization and mitochondrion;ribosome structural molecule 1.512 0.995 0.66
mitochondrial 6 YERO50C biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae
5288c]
P36526 54S ribosomal protein L27, 85258 MRPL27; cell organization and mitochondrion;ribosome structural molecule 1.512 0.995 0.66
mitochondrial 5 YBR282 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae w
5288c]
P18900 hexaprenyl pyrophosphate 85228 coaQi; metabolic process membrane;mitochondrion catalytic 0.711 0.468 0.66
synthase, mitochondrial 8 YBROO3 activity;metal ion
[OS=Saccharomyces cerevisiae w binding;protein
$5288c] binding
P50085 Prohibitin-2 [0S=Saccharomyces 85314 PHB2; cell organization and membrane;mitochondrion protein binding 3.806 2.511 0.66
cerevisiae $S288c] 6 YGR231 biogenesis;metabolic
C process;regulation of
biological process
P46367 Potassium-activated aldehyde 85455 ALD4; metabolic process mitochondrion;organelle lumen catalytic activity 24.11 15.92 0.66
dehydrogenase, mitochondrial 6 YOR374 9 7
[0S=Saccharomyces cerevisiae w
5288¢]
P48527 Tyrosine--tRNA ligase, 85600 MSY1; metabolic process cytoplasm;cytosol;mitochondrion;organelle catalytic 0.63 0.417 0.66
mitochondrial 7 YPLO97 lumen activity;nucleotide
[0S=Saccharomyces cerevisiae w binding;RNA binding
5288¢]
P38323 ATP-dependent clpX-like 85252 MCX1; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.607 0.403 0.66
chaperone, mitochondrial 8 YBR227C activity;nucleotide
[OS=Saccharomyces cerevisiae binding
5288c]
P23641 mitochondrial phosphate carrier 85354 MIR1; metabolic process;transport membrane;mitochondrion protein 20.54 13.67 0.67
protein [0S=Saccharomyces 0 YJRO77C binding;structural 4 8
cerevisiae $288c] molecule
activity;transporter
activity
P37292 Serine hydroxymethyltransferase, 85256 SHM1; metabolic process mitochondrion catalytic activity 7.697 5.136 0.67
mitochondrial 5 YBR263
[0S=Saccharomyces cerevisiae w
5288¢]
P40495 Homoisocitrate dehydrogenase, 85471 LYS12; metabolic process mitochondrion catalytic 3.217 2.162 0.67
mitochondrial 4 YILO94C activity;metal ion
[OS=Saccharomyces cerevisiae binding;nucleotide
5288c] binding
P30902 ATP synthase subunit d, 85385 ATP7; metabolic process;transport membrane;mitochondrion catalytic 6.197 4.179 0.67
mitochondrial 3 YKLO16C activity;transporter
[OS=Saccharomyces cerevisiae activity
5288c]
P38325 Mitochondrial outer membrane 85253 OM14; transport membrane;mitochondrion 6.197 4.179 0.67
protein OM14 1 YBR230C
[OS=Saccharomyces cerevisiae
5288c]
P07143 Cytochrome c1, heme protein, 85423 CYT1; metabolic process;transport cytosol;membrane;mitochondrion metal ion binding 13.25 9 0.68
mitochondrial 1 YORO065 1
[OS=Saccharomyces cerevisiae W
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$288c]

P21560 Protein CBP3, mitochondrial 85588 CBP3; cell organization and membrane;mitochondrion;ribosome 1.031 0.701 0.68
[0S=Saccharomyces cerevisiae 6 YPL215 biogenesis;regulation of
5288c] W biological process
P00560 Phosphoglycerate kinase 85037 PGK1; metabolic process cytoplasm;membrane;mitochondrion catalytic 4.843 3.299 0.68
[0S=Saccharomyces cerevisiae 0 YCRO12 activity;nucleotide
5288c] W binding
Q08179 Mitochondrial distribution and 85413 MDM38; cell organization and membrane;mitochondrion 3.732 2.548 0.68
morphology protein 38 0 YOL027C biogenesis;cellular
[0S=Saccharomyces cerevisiae homeostasis;regulation of
5288c] biological process;transport
P07342 Acetolactate synthase catalytic 85513 ILV2; metabolic process mitochondrion catalytic 4.223 2.888 0.68
subunit, mitochondrial 5 YMR108 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;nucleotide
5288c] binding
P17558 37S ribosomal protein PET123, 85432 PET123; cell organization and mitochondrion;ribosome structural molecule 2.594 1.783 0.69
mitochondrial 9 YOR158 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]
P38341 MICOS complex subunit MIC12 85256 AIMS; cell organization and membrane;mitochondrion 2.594 1.783 0.69
[OS=Saccharomyces cerevisiae 6 MIC12; biogenesis
5288c] YBR262C
Q08822 Probable electron transfer 85453 CIR2; metabolic process;transport membrane;mitochondrion catalytic 2.162 1.488 0.69
flavoprotein-ubiquinone 8 YOR356 activity;metal ion
oxidoreductase, mitochondrial w binding;nucleotide
[OS=Saccharomyces cerevisiae binding
5288c]
P06168 ketol-acid reductoisomerase, 85106 ILV5; cell organization and mitochondrion catalytic 9 6.197 0.69
mitochondrial 9 YLR355C biogenesis;metabolic process activity;DNA
[OS=Saccharomyces cerevisiae binding;metal ion
5288c] binding
P19262 Dihydrolipoyllysine-residue 85172 KGD2; cell organization and mitochondrion catalytic 5.7 3.962 0.70
succinyltransferase component of 6 YDR148 biogenesis;metabolic process activity;protein
2-oxoglutarate dehydrogenase C binding
complex, mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
P01120 Ras-like protein 2 85562 RAS2; cell communication;cell membrane;mitochondrion;nucleus catalytic 5.7 3.962 0.70
[OS=Saccharomyces cerevisiae 5 YNLO98C differentiation;metabolic activity;nucleotide
5288c] process;regulation of binding;protein
biological process;response binding
to stimulus;transport
Q06236 Mitochondrial inner membrane 85086 SHH4; metabolic process membrane;mitochondrion catalytic 4.623 3.217 0.70
protein SHH4 [OS=Saccharomyces 1 YLR164 activity;metal ion
cerevisiae S288c] W binding
Q02486 ARS-binding factor 2, 85509 ABF2; cell organization and chromosome;mitochondrion;nucleus DNA binding 69.17 48.23 0.70
mitochondrial 4 YMRO072 biogenesis;metabolic 9
[OS=Saccharomyces cerevisiae W process;regulation of
5288c] biological process
P33311 ATP-dependent permease MDL2, 85585 MDL2; response to membrane;mitochondrion catalytic 1.006 0.708 0.70
mitochondrial 8 YPL270 stimulus;transport activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;transporter
$5288c] activity
P53982 isocitrate dehydrogenase [NADP] 85572 IDP3; metabolic process cytoplasm;mitochondrion catalytic 1.943 1.371 0.71
[0S=Saccharomyces cerevisiae 3 YNLOO9 activity;metal ion
$288c] w binding;nucleotide
binding
P00445 Superoxide dismutase [Cu-Zn] 85356 SOD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.848 131 0.71
[0S=Saccharomyces cerevisiae 8 YJR104C biogenesis;cellular activity;catalytic
$288c] homeostasis;metabolic activity;metal ion
process;regulation of binding;protein
biological process;response binding
to stimulus
P02381 Ribosomal protein VAR1, 85458 VARZ; cell organization and mitochondrion;ribosome structural molecule 0.52 0.369 0.71
mitochondrial 6 Q0140 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae
5288¢]
Q12320 Hydroxyacylglutathione 85420 GLO4; metabolic process mitochondrion;organelle lumen catalytic 0.52 0.369 0.71
hydrolase, mitochondrial 5 YORO040 activity;metal ion
[0S=Saccharomyces cerevisiae w binding
5288¢]
P52893 probable alanine 85077 ALT1; metabolic process mitochondrion;organelle lumen catalytic activity 0.951 0.682 0.72
aminotransferase, mitochondrial 8 YLRO89C
[0S=Saccharomyces cerevisiae
5288¢]
P32266 Dynamin-like GTPase MGM1, 85438 MGM1; cell organization and membrane;mitochondrion catalytic 0.389 0.28 0.72
mitochondrial 6 YOR211 biogenesis activity;nucleotide
[OS=Saccharomyces cerevisiae C binding;protein
5288c] binding
P03879 Intron-encoded RNA maturase 85458 Bl4; metabolic process membrane;mitochondrion catalytic 0.389 0.28 0.72
bl4 [0S=Saccharomyces 2 Q0120 activity;RNA binding
cerevisiae $288c]
P53292 37S ribosomal protein S35, 85307 MRPS35 cell organization and mitochondrion;ribosome structural molecule 1.512 1.089 0.72
mitochondrial 5 ; biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae YGR165
5288¢] w
Q03028 Mitochondrial 2-oxodicarboxylate 85596 0oDC1; metabolic process;transport membrane;mitochondrion structural molecule 4.275 3.084 0.72
carrier 1 [0S=Saccharomyces 9 YPL134C activity;transporter

cerevisiae 5288c]

activity
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P81449 ATP synthase subunit e, 85192 TIM11; cell organization and membrane;mitochondrion catalytic 9 6.499 0.72
mitochondrial 2 YDR322 biogenesis;metabolic activity;structural
[0S=Saccharomyces cerevisiae C-A process;transport molecule
5288c] activity;transporter

activity

Q12031 Mitochondrial 2-methylisocitrate 85611 ICL2; metabolic process mitochondrion;organelle lumen catalytic activity 3.833 2.793 0.73
lyase [0S=Saccharomyces 4 YPROO6C
cerevisiae $288c]

P33421 Succinate dehydrogenase 85371 SDH3; cell organization and membrane;mitochondrion catalytic 1.276 0.931 0.73
[ubiquinone] cytochrome b 6 YKL141 biogenesis;metabolic activity;metal ion
subunit, mitochondrial w process;transport binding
[0S=Saccharomyces cerevisiae
5288¢]

Q08968 UPF0061 protein FMP40 85587 FMP40; mitochondrion protein binding 2.162 1.588 0.73
[0S=Saccharomyces cerevisiae 9 YPL222
5288¢] w

P32335 Protein MSS51, mitochondrial 85090 MSS51; metabolic process;regulation membrane;mitochondrion protein 1.154 0.848 0.73
[0S=Saccharomyces cerevisiae 0 YLR203C of biological process binding;translation
5288c] regulator activity

P54003 Protein SUR7 [0S=Saccharomyces 85495 SUR7; cell differentiation;transport membrane;mitochondrion 1.154 0.848 0.73
cerevisiae $288c] 3 YMLO52

W

P40098 uncharacterized mitochondrial 85693 FMP10; membrane;mitochondrion 4.456 3.281 0.74
membrane protein FMP10 1 YER182
[OS=Saccharomyces cerevisiae w
5288¢]

P42847 37S ribosomal protein S18, 85541 MRPS18 cell organization and mitochondrion;ribosome RNA 1.054 0.778 0.74
mitochondrial 0 ; biogenesis;metabolic process binding;structural
[OS=Saccharomyces cerevisiae YNL306 molecule activity
5288¢] w

P32904 54S ribosomal protein L6, 85655 MRPL6; cell organization and mitochondrion;ribosome RNA 1.054 0.778 0.74
mitochondrial 2 YHR147 biogenesis;metabolic process binding;structural
[OS=Saccharomyces cerevisiae C molecule activity
5288¢]

P00431 cytochrome c peroxidase, 85394 CCP1; metabolic process;response mitochondrion;organelle lumen antioxidant 1.649 1.219 0.74
mitochondrial 0 YKRO66C to stimulus activity;catalytic
[OS=Saccharomyces cerevisiae activity;metal ion
5288c] binding;protein

binding

P38988 Mitochondrial GTP/GDP carrier 85132 GGC1; cell organization and membrane;mitochondrion structural molecule 3.16 2.34 0.74
protein 1 [O0S=Saccharomyces 9 YDL198C biogenesis;cellular activity;transporter
cerevisiae $288c] homeostasis;metabolic activity

process;transport

P23644 Mitochondrial import receptor 85524 TOMA40; transport cytosol;membrane;mitochondrion protein 0.896 0.668 0.75
subunit TOM40 3 YMR203 binding;transporter
[OS=Saccharomyces cerevisiae w activity
5288c]

P02992 elongation factor Tu, 85435 TUF1; cell organization and mitochondrion catalytic 12.04 9 0.75
mitochondrial 9 YOR187 biogenesis;metabolic process activity;nucleotide 3
[OS=Saccharomyces cerevisiae w binding;RNA binding
5288c]

P36521 54S ribosomal protein L11, 85132 MRPL11; cell organization and mitochondrion;ribosome structural molecule 0.833 0.624 0.75
mitochondrial 5 YDL202 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]

P21801 Succinate dehydrogenase 85068 SDH2; metabolic process;transport membrane;mitochondrion catalytic 18.68 14.01 0.75
[ubiquinone] iron-sulfur subunit, 5 YLLO41C activity;metal ion 4 3
mitochondrial binding
[OS=Saccharomyces cerevisiae
5288c]

Q01852 Mitochondrial import inner 85479 TIMA44; transport membrane;mitochondrion nucleotide 4.125 3.101 0.75
membrane translocase subunit 0 YILO22W binding;protein
TIM44 [0S=Saccharomyces binding
cerevisiae 5288c]

P14908 Mitochondrial transcription 85526 MTF1; metabolic process;regulation mitochondrion;organelle lumen catalytic 0.778 0.585 0.75
factor 1 [0S=Saccharomyces 8 YMR228 of biological process activity;DNA
cerevisiae 5288c] Y binding;RNA binding

P38300 Inner membrane mitoribosome 85248 MBA1; cell organization and membrane;mitochondrion 0.778 0.585 0.75
receptor MBA1, mitochondrial 3 YBR185C biogenesis;regulation of
[OS=Saccharomyces cerevisiae biological process
5288c]

P09457 ATP synthase subunit 5, 85189 ATP5; metabolic process;transport membrane;mitochondrion catalytic 10.36 7.799 0.75
mitochondrial 2 YDR298 activity;transporter 5
[OS=Saccharomyces cerevisiae C activity
5288c]

P38072 Protein SCO2, mitochondrial 85231 SCO2; cell organization and membrane;mitochondrion antioxidant 0.73 0.551 0.75
[OS=Saccharomyces cerevisiae 2 YBR024 biogenesis;cellular activity;catalytic
5288c] w homeostasis;metabolic activity;metal ion

process;transport binding

P53219 Abhydrolase domain-containing 85291 IMO32; metabolic process;transport mitochondrion catalytic activity 0.73 0.551 0.75
protein IMO32 9 YGRO31
[0S=Saccharomyces cerevisiae w
5288¢]

P53266 Cytochrome oxidase assembly 85300 SHY1; cell organization and membrane;mitochondrion protein binding 1.783 1.346 0.75
protein SHY1 [OS=Saccharomyces 9 YGR112 biogenesis
cerevisiae 5288c] Y

P07257 Cytochrome b-c1 complex 85632 QCR2; metabolic process;transport membrane;mitochondrion catalytic 21.19 16.01 0.76
subunit 2, mitochondrial 1 YPR191 activity;metal ion 3
[OS=Saccharomyces cerevisiae w binding;protein

$288c]

binding;transporter
activity
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Q05648 MIOREX complex component 10 85187 YDR282 membrane;mitochondrion 0.65 0.492 0.76
[0S=Saccharomyces cerevisiae 6 C;
$288c] MRX10;
YDR282
C
P38088 Glycine--tRNA ligase 1, mitochondrial [0S=Saccharomyces metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.616 0.468 0.76
cerevisiae $288c] activity;nucleotide
binding;protein
binding
Q03976 37S ribosomal protein S24, 85175 RSM24; cell organization and mitochondrion;ribosome structural molecule 0.585 0.445 0.76
mitochondrial 5 YDR175 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae C
5288¢]
Q03327 Mitochondrial fusion and 85208 UGOo1; cell organization and membrane;mitochondrion protein 0.557 0.425 0.76
transport protein Ugol 1 YDR470 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae C molecule activity
5288¢]
P36060 NADH-cytochrome b5 reductase 85370 MCR1; metabolic process;response membrane;mitochondrion catalytic 10.28 7.859 0.76
2 [OS=Saccharomyces cerevisiae 7 YKL150 to stimulus activity;protein 8
5288c] W binding
P40185 Protein mmf1, mitochondrial 85476 MMF1; cell organization and mitochondrion;organelle lumen 6.943 5.31 0.76
[OS=Saccharomyces cerevisiae 0 YILO51C biogenesis;metabolic process
5288¢]
P00927 Threonine dehydratase, 85681 ILV1; metabolic process cytoplasm;mitochondrion catalytic activity 2.257 1.728 0.77
mitochondrial 9 YER086
[0S=Saccharomyces cerevisiae w
5288¢]
P36141 Putative redox protein fmp46, 85392 FMP46; metabolic process mitochondrion catalytic 4.337 3.329 0.77
mitochondrial 3 YKR049C activity;protein
[0S=Saccharomyces cerevisiae binding
5288¢]
Q05931 Heat shock protein SSQ1, 85108 s$sQ1; cell organization and mitochondrion;organelle lumen nucleotide 0.884 0.679 0.77
mitochondrial 4 YLR369 biogenesis;metabolic process binding;protein
[0S=Saccharomyces cerevisiae w binding
5288¢]
P53598 Succinyl-CoA ligase [ADP-forming] 85431 LSC1; metabolic process cytosol;mitochondrion catalytic 13.38 10.28 0.77
subunit alpha, mitochondrial 0 YOR142 activity;nucleotide 4 8
[0S=Saccharomyces cerevisiae w binding
5288¢]
P32331 Carrier protein YMC1, 85617 YMC1; metabolic process;transport membrane;mitochondrion;vacuole structural molecule 1.254 0.968 0.77
mitochondrial 1 YPRO58 activity;transporter
[OS=Saccharomyces cerevisiae w activity
5288c]
P09440 C-1-tetrahydrofolate synthase, 85237 MIS1; metabolic process cytosol;mitochondrion catalytic 0.9 0.696 0.77
mitochondrial 8 YBRO84 activity;nucleotide
[OS=Saccharomyces cerevisiae w binding
5288c]
P25374 Cysteine desulfurase, 85034 NFS1; cell organization and mitochondrion;nucleus catalytic 2.3 1.783 0.78
mitochondrial 3 YCLO17C biogenesis;cellular activity;metal ion
[OS=Saccharomyces cerevisiae homeostasis;metabolic binding;protein
$5288c] process binding
P27697 Atypical kinase COQ8, 85275 COQs; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.365 0.283 0.78
mitochondrial 8 YGL119 activity;nucleotide
[OS=Saccharomyces cerevisiae W binding
5288¢]
Q01217 Protein ARG5,6, mitochondrial 85680 ARGS,6; metabolic process;regulation cytoplasm;mitochondrion;organelle lumen catalytic 0.233 0.182 0.78
[OS=Saccharomyces cerevisiae 0 YER069 of biological process activity;nucleotide
$5288c] w binding;protein
binding
Q06143 mitochondrial dicarboxylate 85106 DIC1; metabolic process;transport membrane;mitochondrion structural molecule 0.931 0.73 0.78
transporter [0S=Saccharomyces 3 YLR348C activity;transporter
cerevisiae 5288c] activity
P16387 Pyruvate dehydrogenase E1 85692 PDA1L; cell growth;metabolic mitochondrion;organelle lumen catalytic activity 12.46 9.771 0.78
component subunit alpha, 5 YER178 process
mitochondrial W
[OS=Saccharomyces cerevisiae
5288c]
P38797 Protein phosphatase 2C homolog 85647 PTC7; metabolic process mitochondrion catalytic 0.874 0.688 0.79
7, mitochondrial 5 YHRO76 activity;metal ion
[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding
P36046 Mitochondrial intermembrane 85363 MIA40; cellular component membrane;mitochondrion catalytic 2.914 2.3 0.79
space import and assembly 9 YKL195 movement;metabolic activity;protein
protein 40 [0S=Saccharomyces w process;response to binding;transporter
cerevisiae 5288c] stimulus;transport activity
P00447 Superoxide dismutase [Mn], 85639 SOD2; metabolic process;response mitochondrion;organelle lumen antioxidant 3.924 3.125 0.80
mitochondrial 9 YHRO08 to stimulus activity;catalytic
[0S=Saccharomyces cerevisiae C activity;metal ion
5288c] binding
P53969 Sorting assembly machinery 50 85570 SAMS50; cell organization and membrane;mitochondrion protein 0.61 0.487 0.80
kDa subunit [0S=Saccharomyces 5 YNLO26 biogenesis;transport binding;transporter
cerevisiae 5288c] w activity
P08466 mitochondrial nuclease 85322 NUC1; cell death;metabolic process membrane;mitochondrion;nucleus catalytic 1.336 1.069 0.80
[0S=Saccharomyces cerevisiae 2 YJL208C activity;metal ion
5288c] binding
Q12466 tricalbin-1 [0S=Saccharomyces 85425 TCB1; cell organization and endoplasmic metal ion 0.52 0.417 0.80
cerevisiae $288c] 3 YORO086 biogenesis;regulation of reticulum;membrane;mitochondrion binding;protein
C biological process binding
P07253 cytochrome B pre-mRNA- 85241 CBP6; cell organization and mitochondrion;ribosome 3.394 2.728 0.80
processing protein 6 7 YBR120C biogenesis;metabolic
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[0S=Saccharomyces cerevisiae
5288c]

process;regulation of
biological process

P15992 heat shock protein 26 85236 HSP26; metabolic process;response cytoplasm;mitochondrion;nucleus protein binding;RNA 4.878 3.924 0.80
[0S=Saccharomyces cerevisiae 4 YBRO72 to stimulus binding
5288¢] w
P37293 N-terminal acetyltransferase 2 85305 NAT2; metabolic process cytoplasm;mitochondrion catalytic activity 1.154 0.931 0.81
[0S=Saccharomyces cerevisiae 0 YGR147
5288¢] [«
P33310 ATP-dependent permease MDL1, 85088 MDL1; transport membrane;mitochondrion catalytic 0.438 0.354 0.81
mitochondrial 5 YLR188 activity;nucleotide
[0S=Saccharomyces cerevisiae w binding;transporter
5288c] activity
Q07651 SUR7 family protein FMP45 85130 FMP45; cell differentiation;cell membrane;mitochondrion 6.017 4.878 0.81
[0S=Saccharomyces cerevisiae 4 YDL222C organization and biogenesis
5288¢]
P19657 plasma membrane ATPase 2 85607 PMA2; cellular membrane;mitochondrion catalytic 6.897 5.615 0.81
[0S=Saccharomyces cerevisiae 1 YPLO36 homeostasis;metabolic activity;metal ion
5288c] w process;transport binding;nucleotide
binding;transporter
activity
Q12166 2-isopropylmalate synthase 2, 85427 LEUS; metabolic process mitochondrion catalytic 1.707 1.39 0.81
mitochondrial 5 YOR108 activity;protein
[0S=Saccharomyces cerevisiae w binding
5288¢]
P54783 D-arabinono-1,4-lactone oxidase 85488 ALO1; metabolic process;response membrane;mitochondrion catalytic 3.299 2.687 0.81
[0S=Saccharomyces cerevisiae 8 YMLO86 to stimulus activity;nucleotide
5288c] C binding
P40008 Protein FMP52, mitochondrial 85672 FMP52; endoplasmic catalytic activity 2.652 2.162 0.82
[OS=Saccharomyces cerevisiae 1 YER004 reticulum;membrane;mitochondrion
5288¢] w
P38127 mitochondrial carrier protein 85249 RIM2; cell organization and membrane;mitochondrion structural molecule 1.512 1.239 0.82
RIM2 [OS=Saccharomyces 1 YBR192 biogenesis;metabolic activity;transporter
cerevisiae S288c] W process;transport activity
P19882 heat shock protein 60, 85096 HSP60; cell organization and cytoplasm;cytosol;membrane;mitochondrion catalytic 13.38 10.99 0.82
mitochondrial 3 YLR259C biogenesis;metabolic ;organelle lumen activity;DNA 4 4
[OS=Saccharomyces cerevisiae process;regulation of binding;nucleotide
5288c] biological process;transport binding;protein
binding
P35191 Dnal homolog 1, mitochondrial 85053 MDJ1; cell organization and mitochondrion;organelle lumen enzyme regulator 2.765 2.275 0.82
[OS=Saccharomyces cerevisiae 0 YFLO16C biogenesis;metabolic activity;metal ion
5288c] process;regulation of binding;nucleotide
biological process;response binding;protein
to stimulus binding
P47045 mitochondrial import inner 85339 TIM54; cell organization and cytosol;membrane;mitochondrion transporter activity 0.655 0.54 0.82
membrane translocase subunit 2 YJLO54W biogenesis;transport
TIM54 [OS=Saccharomyces
cerevisiae 5288c]
P32795 Mitochondrial inner membrane i- 85613 YME1L; metabolic process;response membrane;mitochondrion catalytic 1.3 1.085 0.83
AAA protease supercomplex 5 YPRO24 to stimulus;transport activity;metal ion
subunit YME1 W binding;nucleotide
[OS=Saccharomyces cerevisiae binding;protein
$288c] binding
P32898 Mitochondrial presequence 85204 CYM1; metabolic process mitochondrion catalytic 0.812 0.682 0.84
protease [0S=Saccharomyces 1 YDR430 activity;metal ion
cerevisiae S288c] C binding
Q04013 Citrate/oxoglutarate carrier 85528 YHM?2; cell organization and membrane;mitochondrion DNA 2.162 1.818 0.84
protein [OS=Saccharomyces 2 YMR241 biogenesis;metabolic binding;structural
cerevisiae 5288c] w process;transport molecule
activity;transporter
activity
P33303 Succinate/fumarate 85355 SFC1; metabolic process;transport membrane;mitochondrion structural molecule 6.743 5.813 0.86
mitochondrial transporter 8 YJR095 activity;transporter
[0S=Saccharomyces cerevisiae w activity
5288¢]
P49367 Homoaconitase, mitochondrial 85182 LYS4; metabolic process mitochondrion catalytic 0.638 0.551 0.86
[OS=Saccharomyces cerevisiae 0 YDR234 activity;metal ion
5288c] w binding;protein
binding
P16451 Pyruvate dehydrogenase complex 85310 PDX1; metabolic process mitochondrion;organelle lumen catalytic 2.3 2.03 0.88
protein X component, 7 YGR193 activity;structural
mitochondrial C molecule activity
[OS=Saccharomyces cerevisiae
5288c]
P38077 ATP synthase subunit gamma, 85232 ATP3; metabolic process;transport membrane;mitochondrion catalytic 9 8.006 0.89
mitochondrial 7 YBRO39 activity;transporter
[OS=Saccharomyces cerevisiae w activity
5288¢]
P40012 protoporphyrinogen oxidase 85673 HEM14; metabolic process membrane;mitochondrion catalytic activity 1.198 1.069 0.89
[OS=Saccharomyces cerevisiae 3 YER014
5288c] W
Q01574 acetyl-coenzyme A synthetase 1 85124 ACS1; cell organization and cytoplasm;cytosol;endoplasmic catalytic 3.281 3.03 0.92
[0S=Saccharomyces cerevisiae 5 YALO54C biogenesis;metabolic process reticulum;mitochondrion;nucleus activity;nucleotide
5288c] binding
P17505 Malate dehydrogenase, 85377 MDH1; metabolic process mitochondrion;organelle lumen catalytic 28.93 28.93 1.00
mitochondrial 7 YKLO85 activity;protein 6 6
[0S=Saccharomyces cerevisiae w binding;RNA binding
5288¢]
P39987 Heat shock protein SSC3, 85668 ECM10; cell organization and mitochondrion nucleotide 1.976 1.976 1.00
mitochondrial 2 YELO30 biogenesis;metabolic binding;protein
[OS=Saccharomyces cerevisiae W process;transport binding
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$288c]

Q03104 Meiotic sister chromatid 85491 MSC1; metabolic process endoplasmic reticulum;membrane;mitochondrion 1.929 1.929 1.00
recombination protein 1 1 YML128
[0S=Saccharomyces cerevisiae C
5288¢]
P04710 ADP,ATP carrier protein 1 85507 AACL; metabolic process;transport cytosol;membrane;mitochondrion structural molecule 10.28 10.28 1.00
[0S=Saccharomyces cerevisiae 8 YMRO056 activity;transporter 8 8
5288c] C activity
P05626 ATP synthase subunit 4, 85602 ATP4; cell organization and membrane;mitochondrion catalytic 3.084 3.084 1.00
mitochondrial 7 YPLO78C biogenesis;metabolic activity;transporter
[0S=Saccharomyces cerevisiae process;transport activity
5288¢]
P10823 Guanine nucleotide-binding 85674 GPA2; cell differentiation;cell cytosol;membrane;mitochondrion catalytic 1.346 1.346 1.00
protein alpha-2 subunit 1 YER020 growth;cell organization and activity;metal ion
[0S=Saccharomyces cerevisiae w biogenesis;cellular binding;nucleotide
5288c] homeostasis;regulation of binding;protein
biological process;response binding;signal
to stimulus transducer activity
P42940 Probable electron transfer 85312 CIR1; metabolic process;transport mitochondrion;organelle lumen 3.87 3.87 1.00
flavoprotein subunit beta 1 YGR207
[OS=Saccharomyces cerevisiae C
5288c]
P00044 Cytochrome c iso-1 85350 CYC1; metabolic process;transport mitochondrion metal ion 12.33 12.33 1.00
[0S=Saccharomyces cerevisiae 7 YJR048 binding;protein 5 5
5288c] W binding
P46681 D-lactate dehydrogenase 85137 DLD2; metabolic process mitochondrion;organelle lumen catalytic 1.264 1.264 1.00
[cytochrome] 2, mitochondrial 6 YDL178 activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding
P19955 37S ribosomal protein YMR-31, 85061 YMR31; cell organization and mitochondrion;ribosome catalytic 15.68 15.68 1.00
mitochondrial 0 YFRO49 biogenesis;metabolic process activity;protein 1 1
[OS=Saccharomyces cerevisiae w binding;structural
5288c] molecule activity
P00410 Cytochrome c oxidase subunit 2 85462 COX2; metabolic process;transport membrane;mitochondrion catalytic 3.642 3.642 1.00
[0S=Saccharomyces cerevisiae 2 Q0250 activity;metal ion
$288c] binding;protein
binding;transporter
activity
P32332 Mitochondrial oxaloacetate 85373 OAC1; metabolic process;transport membrane;mitochondrion structural molecule 2.594 2.594 1.00
transport protein 9 YKL120 activity;transporter
[OS=Saccharomyces cerevisiae w activity
5288c]
Q04728 Arginine biosynthesis bifunctional 85508 ARG7; metabolic process mitochondrion;organelle lumen catalytic activity 0.63 0.63 1.00
protein Argl, mitochondrial 4 YMRO062
[OS=Saccharomyces cerevisiae C
5288c]
Q08223 Altered inheritance of 85410 AIM39; cytosol;membrane;mitochondrion 0.995 0.995 1.00
mitochondria protein 39, 3 YOLO53
mitochondrial w
[0S=Saccharomyces cerevisiae
5288¢]
Q12289 mitochondrial carnitine carrier 85426 CRC1; metabolic process;transport membrane;mitochondrion structural molecule 0.931 0.931 1.00
[0S=Saccharomyces cerevisiae 7 YOR100 activity;transporter
5288c] C activity
P32799 Cytochrome c oxidase subunit 6A, 85268 COX13; cell organization and membrane;mitochondrion catalytic 11.58 11.58 1.00
mitochondrial 4 YGL191 biogenesis;metabolic activity;enzyme 9 9
[0S=Saccharomyces cerevisiae w process;regulation of regulator
$288c] biological process;transport activity;transporter
activity
P37298 Succinate dehydrogenase 85175 SDH4; metabolic process;transport membrane;mitochondrion catalytic 3.642 3.642 1.00
[ubiquinone] cytochrome b small 8 YDR178 activity;metal ion
subunit, mitochondrial w binding
[0S=Saccharomyces cerevisiae
5288¢]
Q03798 Altered inheritance of 85518 AIM36; membrane;mitochondrion 1.336 1.336 1.00
mitochondria protein 36, 9 YMR157
mitochondrial C
[0S=Saccharomyces cerevisiae
5288¢]
P38523 GrpE protein homolog, 85440 MGE1; metabolic process;regulation membrane;mitochondrion;organelle lumen enzyme regulator 0.833 0.833 1.00
mitochondrial 7 YOR232 of biological activity;nucleotide
[0S=Saccharomyces cerevisiae w process;transport binding;protein
5288c] binding
P10507 mitochondrial-processing 85086 MAS1; metabolic process;transport mitochondrion;organelle lumen catalytic 0.778 0.778 1.00
peptidase subunit beta 0 YLR163C activity;metal ion
[0S=Saccharomyces cerevisiae binding;protein
5288c] binding
P22354 54S ribosomal protein L20, 85396 MRPL20; cell organization and mitochondrion;ribosome structural molecule 2.162 2.162 1.00
mitochondrial 0 YKRO85C biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae
5288c]
P25038 Translation initiation factor IF-2, 85413 IFM1; cell organization and mitochondrion;nucleus catalytic 0.299 0.299 1.00
mitochondrial 5 YOL023 biogenesis;metabolic process activity;nucleotide
[0S=Saccharomyces cerevisiae w binding;RNA binding
5288c]
P41903 Peroxisomal acyl-coenzyme A 85347 TES1; metabolic process mitochondrion catalytic activity 0.931 0.931 1.00
thioester hydrolase 1 7 YJRO19C

[OS=Saccharomyces cerevisiae
5288c]
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P25372 Thioredoxin-3, mitochondrial 85044 TRX3; cellular cytoplasm;mitochondrion catalytic activity 2.511 2.511 1.00
[0S=Saccharomyces cerevisiae 4 YCR083 homeostasis;metabolic
5288c] w process;regulation of
biological process;response
to stimulus;transport
Q3E824 Uncharacterized protein 14664 YOR020 metabolic process;transport membrane;mitochondrion 3.642 3.642 1.00
YOR020W-A [0S=Saccharomyces 80 W-A;
cerevisiae $288c] YOR020
W-A
P32611 54S ribosomal protein RML2, 85666 RML2; cell organization and mitochondrion;ribosome catalytic 0.638 0.638 1.00
mitochondrial 0 YELO50C biogenesis;metabolic process activity;RNA
[0S=Saccharomyces cerevisiae binding;structural
5288c] molecule activity
Q06493 LETM1 domain-containing 85624 YLH47; cell organization and membrane;mitochondrion 0.61 0.61 1.00
protein YLH47, mitochondrial 3 YPR125 biogenesis;transport
[OS=Saccharomyces cerevisiae W
5288c]
P11325 Leucine--tRNA ligase, 85109 NAM2; cell organization and cytosol;mitochondrion;organelle lumen catalytic 0.208 0.208 1.00
mitochondrial 8 YLR382C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces cerevisiae process;regulation of binding;RNA binding
5288c] biological process
P53889 uncharacterized mitochondrial 85555 FMP41; metabolic process mitochondrion catalytic 0.501 0.501 1.00
hydrolase FMP41 3 YNL168C activity;metal ion
[OS=Saccharomyces cerevisiae binding
5288¢]
Q01519 Cytochrome c oxidase subunit 6b 85072 COX12; cell organization and mitochondrion catalytic 3.642 3.642 1.00
[OS=Saccharomyces cerevisiae 7 YLRO38C biogenesis;metabolic activity;transporter
5288c] process;transport activity
P23369 54S ribosomal protein L25, 85296 MRPL25; cell organization and mitochondrion;ribosome structural molecule 1.31 1.31 1.00
mitochondrial 7 YGRO76 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae C
5288¢]
P21375 Fumarate reductase 2 85351 0oSM1; metabolic process endoplasmic reticulum;mitochondrion catalytic 0.346 0.346 1.00
[0S=Saccharomyces cerevisiae 0 YJRO51 activity;nucleotide
5288c] W binding
P37299 cytochrome b-c1 complex subunit 85639 QCR10; metabolic process;transport membrane;mitochondrion catalytic 531 531 1.00
10 [0S=Saccharomyces cerevisiae 0 YHRO01 activity;transporter
5288c] W-A activity
P36147 Presequence translocated- 85393 PAM17; transport membrane;mitochondrion 1.371 1.371 1.00
associated motor subunit pam17, 9 YKR065C
mitochondrial
[OS=Saccharomyces cerevisiae
5288c]
Q02608 37S ribosomal protein S16, 85609 MRPS16 cell organization and mitochondrion;ribosome structural molecule 0.931 0.931 1.00
mitochondrial 4 ; biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae YPLO13C
5288c]
Q03246 37S ribosomal protein S17, 85522 MRPS17 cell differentiation;cell mitochondrion;ribosome RNA 0.931 0.931 1.00
mitochondrial 6 ; organization and binding;structural
[OS=Saccharomyces cerevisiae YMR188 biogenesis;metabolic process molecule activity
5288c] C
P32792 UPF0744 protein YSC83 85641 YSC83; membrane;mitochondrion 0.369 0.369 1.00
[OS=Saccharomyces cerevisiae 0 YHRO17
5288c] W
Q04172 Sensitive to high expression 85200 SHES; cell organization and membrane;mitochondrion 0.269 0.269 1.00
protein 9, mitochondrial 2 YDR393 biogenesis
[OS=Saccharomyces cerevisiae w
5288c]
P40530 [Pyruvate dehydrogenase (acetyl- 85476 PKP1; metabolic process mitochondrion;organelle lumen catalytic 0.551 0.551 1.00
transferring)] kinase 1, 9 YILO42C activity;nucleotide
mitochondrial binding;protein
[0S=Saccharomyces cerevisiae binding
5288¢]
Q6Q560 Protein isd11 [0S=Saccharomyces 85677 ISD11; cell organization and mitochondrion;organelle lumen catalytic 2.594 2.594 1.00
cerevisiae 5288c] 4 YER048 biogenesis;metabolic process activity;protein
W-A binding
P28737 Protein MSP1 85291 MSP1; cell organization and membrane;mitochondrion;nucleus catalytic 0.585 0.585 1.00
[OS=Saccharomyces cerevisiae 5 YGR028 biogenesis;metabolic activity;nucleotide
5288c] w process;regulation of binding;protein
biological process;response binding;RNA binding
to stimulus;transport
Q02883 N-acyl- 85600 FMP30; metabolic process membrane;mitochondrion catalytic 0.304 0.304 1.00
phosphatidylethanolamine- 1 YPL103C activity;metal ion
hydrolyzing phospholipase D, binding
mitochondrial
[OS=Saccharomyces cerevisiae
5288c]
P21306 ATP synthase subunit epsilon, 85585 ATP15; metabolic process;transport membrane;mitochondrion catalytic 2.162 2.162 1.00
mitochondrial 7 YPL271 activity;transporter
[0S=Saccharomyces cerevisiae w activity
5288¢]
Q03799 37S ribosomal protein S8, 85519 MRPS8; cell organization and mitochondrion;ribosome structural molecule 0.701 0.701 1.00
mitochondrial 0 YMR158 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]
P32785 Methionyl-tRNA 85227 FMTL; metabolic process mitochondrion catalytic activity 0.179 0.179 1.00
formyltransferase, mitochondrial 0 YBLO13
[0S=Saccharomyces cerevisiae w
5288¢]
P46998 mitochondrial membrane protein 85327 FMP33; membrane;mitochondrion 0.778 0.778 1.00
FMP33 [0S=Saccharomyces 9 YIL161W
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cerevisiae 5288c]

Q12305 Thiosulfate sulfurtransferase 85445 RDL1; endoplasmic catalytic activity 0.668 0.668 1.00
RDL1, mitochondrial 9 YOR285 reticulum;membrane;mitochondrion
[0S=Saccharomyces cerevisiae w
5288¢]
P18409 Mitochondrial distribution and 85122 MDM10; cell organization and membrane;mitochondrion protein binding 0.16 0.16 1.00
morphology protein 10 3 YALO10C biogenesis;transport
[0S=Saccharomyces cerevisiae
5288¢]
P36523 54S ribosomal protein L15, 85102 MRPL15; cell organization and mitochondrion;ribosome catalytic 0.334 0.334 1.00
mitochondrial 2 YLR312 biogenesis;metabolic process activity;RNA
[0S=Saccharomyces cerevisiae W-A binding;structural
5288c] molecule activity
POCX44 60S ribosomal protein L1-B 85274 RPL1B; metabolic process cytoplasm;ribosome RNA 0.425 0.425 1.00
[0S=Saccharomyces cerevisiae 2; RPL1A; binding;structural
5288c] 85588 YGL135 molecule activity
1 w;
YPL220
W
P20084 54S ribosomal protein L33, 85533 MRPL33; cell organization and mitochondrion;ribosome structural molecule 2.162 2.162 1.00
mitochondrial 0 YMR286 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]
P01098 ATPase-stabilizing factor 9 kDa, 85142 STF1; metabolic process;regulation mitochondrion catalytic 2.162 2.162 1.00
mitochondrial 6 YDL130 of biological process activity;enzyme
[OS=Saccharomyces cerevisiae W-A regulator
5288c] activity;protein
binding
Q08645 folylpolyglutamate synthase 85441 MET7; metabolic process cytoplasm;endoplasmic catalytic 0.233 0.233 1.00
[OS=Saccharomyces cerevisiae 5 YOR241 reticulum;membrane;mitochondrion;organel activity;nucleotide
5288c] W le lumen binding
P34222 Peptidyl-tRNA hydrolase 2 85222 PTH2; regulation of biological cytoplasm;cytosol;membrane;mitochondrion catalytic 0.425 0.425 1.00
[0S=Saccharomyces cerevisiae 3 YBLO57C process activity;protein
5288c] binding
P40581 peroxiredoxin HYR1 85485 HYR1; metabolic process;response cytoplasm;cytosol;mitochondrion;organelle antioxidant 0.995 0.995 1.00
[OS=Saccharomyces cerevisiae 5 YIR037 to stimulus lumen activity;catalytic
5288c] W activity
P53875 54S ribosomal protein L19, 85553 MRPL19; cell organization and mitochondrion;ribosome RNA 0.874 0.874 1.00
mitochondrial 6 YNL185C biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae molecule activity
5288¢]
P53163 54S ribosomal protein L12, 85281 MNP1; cell organization and mitochondrion;ribosome RNA 0.52 0.52 1.00
mitochondrial 1 YGLO68 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
P42844 Mitochondrial protein import 85540 72IM17; cell organization and membrane;mitochondrion;organelle lumen metal ion 0.585 0.585 1.00
protein ZIM17 6 YNL310C biogenesis;metabolic binding;protein
[0S=Saccharomyces cerevisiae process;regulation of binding
$288c] biological process;response
to stimulus;transport
Q06510 Lysophosphatidylcholine 85626 TAZ1; cell organization and membrane;mitochondrion catalytic activity 0.194 0.194 1.00
acyltransferase 2 YPR140 biogenesis;metabolic
[0S=Saccharomyces cerevisiae w process;transport
5288¢]
P38860 GTPase MTG2, mitochondrial 85657 MTG2; metabolic process;transport membrane;mitochondrion catalytic 0.07 0.07 1.00
[OS=Saccharomyces cerevisiae 3 YHR168 activity;metal ion
$288c] w binding;nucleotide
binding;transporter
activity
Q06405 ATP synthase subunit f, 85198 ATP17; metabolic process;transport membrane;mitochondrion catalytic 2.981 2.981 1.00
mitochondrial 3 YDR377 activity;transporter
[OS=Saccharomyces cerevisiae W activity
5288c]
Q12204 Probable phospholipase 85418 YOR022 metabolic process mitochondrion catalytic 0.11 0.11 1.00
YOR022C, mitochondrial 7 C; activity;metal ion
[0S=Saccharomyces cerevisiae YOR022 binding
5288¢] C
P32606 putative mitochondrial 85418 PET127; cell organization and mitochondrion 0.099 0.099 1.00
translation system component 2 YOR017 biogenesis;metabolic
PET127 [0S=Saccharomyces w process;regulation of
cerevisiae $288c] biological process
Q05779 Ubiquinone biosynthesis protein 85089 CoQ9; metabolic process membrane;mitochondrion 0.359 0.359 1.00
C0QY, mitochondrial 8 YLR201C
[0S=Saccharomyces cerevisiae
5288¢]
Q3E6R5 uncharacterized mitochondrial 85198 YDR381 membrane;mitochondrion 0.389 0.389 1.00
outer membrane protein 9 C-A;
YDR381C-A [0S=Saccharomyces YDR381
cerevisiae 5288c] C-A
Q04487 Mitochondrial inner membrane 85514 SHH3; metabolic process membrane;mitochondrion catalytic 0.425 0.425 1.00
protein SHH3 [0S=Saccharomyces 5 YMR118 activity;metal ion
cerevisiae 5288c] C binding
Q07821 Iron-sulfur assembly protein 1 85063 ISA1; cell organization and mitochondrion;organelle lumen metal ion 0.136 0.136 1.00
[OS=Saccharomyces cerevisiae 2 YLLO27 biogenesis;metabolic process binding;structural
5288c] Y molecule activity
P53157 Mitochondrial pyruvate carrier 1 85280 FMP37; transport membrane;mitochondrion transporter activity 1.154 1.154 1.00
[0S=Saccharomyces cerevisiae 0 MPC1;
5288c] YGLO80
W
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Q12487 54S ribosomal protein L23, 85432 MRPL23; cell organization and mitochondrion;ribosome;vacuole RNA 0.52 0.52 1.00
mitochondrial 1 YOR150 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
Q2v2P9 Uncharacterized protein 37999 COX26; membrane;mitochondrion 1.154 1.154 1.00
YDR119W-A [0S=Saccharomyces 70 YDR119
cerevisiae $288c] W-A
P40458 Autophagy-related protein 32 85466 ATG32; metabolic process membrane;mitochondrion;vacuole protein binding 0.202 0.202 1.00
[0S=Saccharomyces cerevisiae 0 YiL146C
5288¢]
P53733 37S ribosomal protein S19, 85577 RSM19; cell organization and mitochondrion;ribosome RNA 0.931 0.931 1.00
mitochondrial 3 YNRO37 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae C molecule activity
5288¢]
P32939 GTP-binding protein ypt7 85501 YPT7; cell communication;cell cytosol;endosome;membrane;mitochondrion catalytic 0.166 0.166 1.00
[0S=Saccharomyces cerevisiae 2 YMLOO1 organization and ;vacuole activity;nucleotide
5288c] w biogenesis;metabolic binding;protein
process;regulation of binding
biological process;response
to stimulus;transport
P09950 5-aminolevulinate synthase, 85181 HEM1; metabolic process mitochondrion;organelle lumen catalytic activity 0.086 0.086 1.00
mitochondrial 8 YDR232
[0S=Saccharomyces cerevisiae w
5288c]
P48526 Isoleucine--tRNA ligase, 85606 ISM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle catalytic 0.04 0.04 1.00
mitochondrial 7 YPLO40C biogenesis;metabolic lumen activity;nucleotide
[OS=Saccharomyces cerevisiae process;regulation of binding
5288c] biological process
P53193 J-type co-chaperone JAC1, 85286 JACL; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.212 0.212 1.00
mitochondrial 6 YGLO18C biogenesis;metabolic
[OS=Saccharomyces cerevisiae process;transport
5288¢]
P32378 4-hydroxybenzoate 85577 coQz; metabolic process;transport membrane;mitochondrion catalytic activity 0.292 0.292 1.00
polyprenyltransferase, 8 YNRO41
mitochondrial C
[0S=Saccharomyces cerevisiae
5288¢]
P39515 mitochondrial import inner 85329 TIM17; cell organization and membrane;mitochondrion protein 0.778 0.778 1.00
membrane translocase subunit 8 YJL143W biogenesis;transport binding;transporter
Tim17 [OS=Saccharomyces activity
cerevisiae 5288c]
P36064 COX assembly mitochondrial 85372 CMC1; cell organization and membrane;mitochondrion metal ion binding 0.389 0.389 1.00
protein [0S=Saccharomyces 1 YKL137 biogenesis
cerevisiae $288c] W
P54857 lipase 2 [0S=Saccharomyces 85162 TGL2; metabolic process;transport mitochondrion catalytic activity 0.233 0.233 1.00
cerevisiae $S288c] 8 YDR0O58
C
Q06005 Octanoyltransferase, 85094 LIP2; metabolic process cytoplasm;mitochondrion catalytic activity 0.116 0.116 1.00
mitochondrial 0 YLR239C
[OS=Saccharomyces cerevisiae
5288c]
P38812 Phosphatidylglycerophosphatase 85650 GEP4; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.179 0.179 1.00
GEP4, mitochondrial 0 YHR100
[0S=Saccharomyces cerevisiae C
5288¢]
Q3E846 Cytochrome c oxidase assembly 85528 COAG6; cell organization and cytoplasm;membrane;mitochondrion;nucleu catalytic 0.931 0.931 1.00
factor 6 [0S=Saccharomyces 7 YMR244 biogenesis;cellular s activity;metal ion
cerevisiae 5288c] C-A; homeostasis;metabolic binding;protein
YMR244 process;transport binding;transporter
C-A activity
P03876 putative COX1/OXI3 intron 2 85459 Al2; metabolic process;transport mitochondrion catalytic 0.086 0.086 1.00
protein [0S=Saccharomyces 4 Q0055 activity;metal ion
cerevisiae $288c] binding;transporter
activity
P40491 ATP synthase assembly factor 85470 FMC1; cell communication;cell mitochondrion;organelle lumen 0.468 0.468 1.00
fmc1, mitochondrial 9 YIL098C organization and
[0S=Saccharomyces cerevisiae biogenesis;metabolic
5288c] process;response to stimulus
P10174 cytochrome c oxidase subunit 7 85529 COX7; metabolic process;transport membrane;mitochondrion catalytic 1.154 1.154 1.00
[OS=Saccharomyces cerevisiae 8 YMR256 activity;transporter
5288c] C activity
P22135 Protein ATP12, mitochondrial 85325 ATP12; cell organization and mitochondrion protein binding 0.101 0.101 1.00
[0S=Saccharomyces cerevisiae 9 YJL180C biogenesis
5288¢]
P53318 Ubiquinone biosynthesis 85317 COQs; metabolic process membrane;mitochondrion catalytic 0.077 0.077 1.00
monooxygenase COQ6, 0 YGR255 activity;nucleotide
mitochondrial C binding
[0S=Saccharomyces cerevisiae
5288¢]
P32463 Acyl carrier protein, 85364 ACP1; metabolic process;transport mitochondrion 0.259 0.259 1.00
mitochondrial 2 YKL192C
[0S=Saccharomyces cerevisiae
5288¢]
P04039 Cytochrome c oxidase 85111 COX8; metabolic process;transport membrane;mitochondrion catalytic 0.778 0.778 1.00
polypeptide VIII, mitochondrial 1 YLR395C activity;transporter
[0S=Saccharomyces cerevisiae activity
5288¢]
P53212 Probable transcriptional 85290 YGR021 mitochondrion 0.166 0.166 1.00
regulatory protein HAH1 4 w;
[0S=Saccharomyces cerevisiae YGR021
5288¢] w
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Q3E7A4 COX assembly mitochondrial 85222 CMC2; cell organization and cytoplasm;membrane;mitochondrion;nucleu metal ion binding 0.389 0.389 1.00
protein 2 [0S=Saccharomyces 0 YBLO59C biogenesis s
cerevisiae $288c] -A
P81451 ATP synthase subunit K, 85407 ATP19; cell organization and membrane;mitochondrion catalytic 1.154 1.154 1.00
mitochondrial 7 YOLO077 biogenesis;metabolic activity;transporter
[0S=Saccharomyces cerevisiae W-A process;transport activity
5288¢]
P39103 Cytochrome c oxidase assembly 85491 COX14; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.585 0.585 1.00
protein COX14 0 YML129 biogenesis;regulation of
[0S=Saccharomyces cerevisiae C biological process
5288¢]
P27882 Mitochondrial FAD-linked 85291 ERV1; cellular mitochondrion catalytic 0.212 0.212 1.00
sulfhydryl oxidase ervl 6 YGR029 homeostasis;metabolic activity;protein
[0S=Saccharomyces cerevisiae w process;response to binding
$5288c] stimulus;transport
P53320 Mitochondrial carrier protein 85317 MTM1; metabolic process;transport membrane;mitochondrion structural molecule 0.11 0.11 1.00
MTM1 [0S=Saccharomyces 3 YGR257 activity
cerevisiae $288c] C
P53312 Succinyl-CoA ligase [ADP-forming] 85315 LSC2; metabolic process mitochondrion catalytic 7.003 7.62 1.09
subunit beta, mitochondrial 9 YGR244 activity;nucleotide
[0S=Saccharomyces cerevisiae C binding
5288¢]
P07256 Cytochrome b-c1 complex 85223 COR1; metabolic process;transport membrane;mitochondrion catalytic 9.89 11.91 1.20
subunit 1, mitochondrial 5 YBLO45C activity;metal ion 5
[OS=Saccharomyces cerevisiae binding;protein
$288c] binding;transporter
activity
P08067 cytochrome b-c1 complex subunit 85668 RIP1; metabolic process;transport membrane;mitochondrion catalytic 25.10 30.62 1.22
Rieske, mitochondrial 9 YELO24 activity;metal ion 2 3
[0S=Saccharomyces cerevisiae w binding;transporter
5288c] activity
P40508 Uncharacterized protein YILO77C 85473 YILO77C; mitochondrion 1.154 1.448 1.25
[OS=Saccharomyces cerevisiae 3 YILO77C
5288c]
P10834 protein PET54 85313 PET54; metabolic process;regulation membrane;mitochondrion;organelle lumen nucleotide 0.688 0.874 1.27
[0S=Saccharomyces cerevisiae 7 YGR222 of biological process binding;RNA
$288c] w binding;translation
regulator activity
P40364 Mitochondrial peculiar 85337 MPM1; membrane;mitochondrion 1.512 1.929 1.28
membrane protein 1 9 YJLO66C
[0S=Saccharomyces cerevisiae
5288¢]
P00427 Cytochrome c oxidase subunit 6, 85644 COX6; metabolic process;transport membrane;mitochondrion catalytic 2.831 3.642 1.29
mitochondrial 8 YHRO51 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;transporter
5288c] activity
Q12298 uncharacterized ABC transporter 85163 YDRO61 mitochondrion catalytic 0.266 0.343 1.29
ATP-binding protein YDRO61W 3 w; activity;nucleotide
[OS=Saccharomyces cerevisiae YDRO61 binding
5288¢] w
P39952 Mitochondrial inner membrane 85689 OXA1; cell organization and membrane;mitochondrion transporter activity 1.054 1.371 1.30
protein OXA1 8 YER154 biogenesis;transport
[OS=Saccharomyces cerevisiae w
5288c]
Q08970 Mitochondrial metal transporter 85587 MMT2; cellular membrane;mitochondrion transporter activity 0.407 0.532 1.31
2 [OS=Saccharomyces cerevisiae 7 YPL224C homeostasis;regulation of
$288c] biological process;response
to stimulus;transport
P53230 Phosphatidate 85293 TAMA41; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.407 0.532 1.31
cytidylyltransferase, 7 YGR046
mitochondrial W
[0S=Saccharomyces cerevisiae
5288¢]
P36775 Lon protease homolog, 85225 PIM1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.685 0.905 1.32
mitochondrial 9 YBL0O22C biogenesis;metabolic activity;DNA
[OS=Saccharomyces cerevisiae process;regulation of binding;nucleotide
5288c] biological process;response binding;RNA binding
to stimulus
P53220 Mitochondrial import inner 85292 TIM21; cell organization and membrane;mitochondrion protein binding 0.719 0.968 1.35
membrane translocase subunit 1 YGRO033 biogenesis;transport
TIM21 [0S=Saccharomyces C
cerevisiae $288c]
P39722 Mitochondrial Rho GTPase 1 85124 GEM1; cell organization and membrane;mitochondrion catalytic 0.189 0.259 1.37
[OS=Saccharomyces cerevisiae 9 YAL048C biogenesis;regulation of activity;metal ion
5288c] biological process;response binding;nucleotide
to stimulus;transport binding
P50087 MICOS subunit MIC26 85315 MOS2; cell organization and membrane;mitochondrion 0.931 1.276 1.37
[0S=Saccharomyces cerevisiae 0 MIC26; biogenesis
5288c] YGR235
C
P25039 Elongation factor G, 85075 MEF1; cell organization and cytosol;mitochondrion catalytic 0.151 0.207 1.37
mitochondrial 8 YLRO69C biogenesis;metabolic process activity;nucleotide
[0S=Saccharomyces cerevisiae binding;RNA binding
5288c]
Q08245 protein ZEO1 [OS=Saccharomyces 85404 ZEO1; cell organization and membrane;mitochondrion protein binding 2.162 2.981 1.38
cerevisiae 5288c] 0 YOL109 biogenesis
W
P38705 Serine--tRNA ligase, 85640 DIA4; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.233 0.322 1.38
mitochondrial 2 YHRO11 activity;nucleotide
[0S=Saccharomyces cerevisiae w binding

5288¢]
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Q03557 Glutamyl-tRNA(GIn) 85533 HER2; cell organization and mitochondrion catalytic 0.259 0.359 1.39
amidotransferase subunit A, 8 YMR293 biogenesis;metabolic process activity;nucleotide
mitochondrial C binding
[0S=Saccharomyces cerevisiae
5288¢]
P47150 37S ribosomal protein S7, 85357 RSM7; cell organization and mitochondrion;ribosome RNA 0.334 0.468 1.40
mitochondrial 8 YJR113C biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae molecule activity
5288¢]
P00424 Cytochrome c oxidase 85567 COX5A; metabolic process;transport membrane;mitochondrion catalytic 131 1.848 1.41
polypeptide 5A, mitochondrial 5 YNLO52 activity;transporter
[0S=Saccharomyces cerevisiae w activity
5288¢]
P43594 MICOS complex subunit MIC19 85056 AIM13; cell organization and cytoplasm;membrane;mitochondrion 131 1.848 1.41
[0S=Saccharomyces cerevisiae 3 MIC19; biogenesis
5288c] YFRO11C
P19516 Cytochrome c oxidase assembly 85597 COX11; cell organization and membrane;mitochondrion;ribosome metal ion binding 0.438 0.624 1.42
protein COX11, mitochondrial 1 YPL132 biogenesis;metabolic process
[0S=Saccharomyces cerevisiae w
5288¢]
P38910 10 kDa heat shock protein, 85418 HSP10; cell organization and cytoplasm;mitochondrion;organelle lumen metal ion 3.217 4.623 1.44
mitochondrial 5 YOR020 biogenesis;metabolic binding;nucleotide
[0S=Saccharomyces cerevisiae C process;response to binding;protein
5288c] stimulus;transport binding
P39525 3-oxoacyl-[acyl-carrier-protein] 85679 CEM1; metabolic process mitochondrion catalytic activity 1.081 1.565 1.45
synthase homolog 0 YER061C
[OS=Saccharomyces cerevisiae
5288¢]
Q02950 37S ribosomal protein MRP51, 85598 MRP51; cell organization and mitochondrion;ribosome structural molecule 0.668 0.978 1.46
mitochondrial 5 YPL118 biogenesis;metabolic process activity
[OS=Saccharomyces cerevisiae w
5288¢]
P10662 37S ribosomal protein MRP1, 85194 MRP1; cell organization and mitochondrion;ribosome antioxidant 1.239 1.818 1.47
mitochondrial 8 YDR347 biogenesis;metabolic activity;catalytic
[OS=Saccharomyces cerevisiae w process;response to stimulus activity;metal ion
$5288c] binding;structural
molecule activity
P39965 probable proline--tRNA ligase, 85682 AIM10; metabolic process cytoplasm;mitochondrion catalytic 0.125 0.194 1.55
mitochondrial 0 YER087 activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;RNA binding
5288¢]
P29704 squalene synthase 85659 ERGY; metabolic process endoplasmic catalytic activity 0.222 0.35 1.58
[0S=Saccharomyces cerevisiae 7 YHR190 reticulum;membrane;mitochondrion
5288¢] w
Q06485 Autophagy-related protein 33 85107 ATG33; cell membrane;mitochondrion 1.371 2.162 1.58
[OS=Saccharomyces cerevisiae 0 YLR356 communication;metabolic
$5288c] W process;response to stimulus
Q04689 Altered inheritance of 85495 AIM32; mitochondrion 0.233 0.369 1.58
mitochondria protein 32 5 YMLO50
[OS=Saccharomyces cerevisiae w
5288c]
P36534 54S ribosomal protein L40, 85593 MRPL40; cell organization and mitochondrion;ribosome protein 0.778 1.239 1.59
mitochondrial 0 YPL173 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
P41735 5-demethoxyubiquinone 85429 CATS; metabolic process membrane;mitochondrion catalytic 0.334 0.54 1.62
hydroxylase, mitochondrial 2 YOR125 activity;metal ion
[OS=Saccharomyces cerevisiae C binding
5288¢]
Q96VHS5 MICOS complex subunit Mic10 85030 MOS1; cell organization and membrane;mitochondrion 1.683 2.728 1.62
[OS=Saccharomyces cerevisiae 0 MIC10; biogenesis
$288c] YCLO57C
-A
P00942 Triosephosphate isomerase 85162 TPI1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic activity 0.425 0.701 1.65
[0S=Saccharomyces cerevisiae 0 YDRO50
5288¢] C
Q03201 37S ribosomal protein S10, 85161 RSM10; cell organization and mitochondrion;ribosome structural molecule 0.425 0.701 1.65
mitochondrial 1 YDRO41 biogenesis;metabolic process activity
[0S=Saccharomyces cerevisiae w
5288¢]
P40515 Mitochondria fission 1 protein 85474 FIS1; cell death;cell organization membrane;mitochondrion protein binding 0.468 0.778 1.66
[OS=Saccharomyces cerevisiae 5 YILO65C and biogenesis;regulation of
5288c] biological process
P00425 Cytochrome c oxidase 85469 COX5B; metabolic process;transport membrane;mitochondrion catalytic 0.52 0.874 1.68
polypeptide 5B, mitochondrial 5 YIL111W activity;transporter
[OS=Saccharomyces cerevisiae activity
5288¢]
P42949 Mitochondrial import inner 85334 PAM16; transport membrane;mitochondrion protein binding 0.52 0.874 1.68
membrane translocase subunit 0 YJL104W
TIM16 [0S=Saccharomyces
cerevisiae $288c]
P33759 37S ribosomal protein S5, 85255 MRPS5; cell organization and mitochondrion;ribosome RNA 0.413 0.778 1.88
mitochondrial 3 YBR251 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
P81450 ATP synthase subunit J, 85489 ATP1S8; cell organization and membrane;mitochondrion catalytic 4.623 9 1.95
mitochondrial 3 YMLO81 biogenesis;metabolic activity;transporter
[0S=Saccharomyces cerevisiae C-A process;transport activity

5288¢]
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P34231 Uncharacterized protein YKL187C 85364 FAT3; cell organization and membrane;mitochondrion 0.093 0.194 2.09
[0S=Saccharomyces cerevisiae 8 YKL187C biogenesis;transport
5288c] ;
YKL187C
P50110 Sorting assembly machinery 37 85508 SAM37; cell organization and membrane;mitochondrion protein binding 0.116 0.245 211
kDa subunit [0S=Saccharomyces 2 YMRO60 biogenesis;transport
cerevisiae $288c] C
P38816 thioredoxin reductase 2, 85650 TRR2; cellular cytoplasm;mitochondrion antioxidant 0.136 0.292 2.15
mitochondrial 6 YHR106 homeostasis;metabolic activity;catalytic
[0S=Saccharomyces cerevisiae w process;regulation of activity
5288c] biological process;response
to stimulus
P43122 tRNA N6-adenosine 85145 QRI7; cell organization and mitochondrion catalytic 0.212 0.468 221
threonylcarbamoyltransferase, 4 YDL104C biogenesis;metabolic process activity;metal ion
mitochondrial binding
[OS=Saccharomyces cerevisiae
5288c]
P49334 Mitochondrial import receptor 85559 TOM22; cell organization and membrane;mitochondrion protein 0.292 0.668 2.29
subunit tom22 2 YNL131 biogenesis;transport binding;transporter
[0S=Saccharomyces cerevisiae w activity
5288¢]
Q12032 Altered inheritance of 85439 AIM41; mitochondrion catalytic activity 1.154 2.831 2.45
mitochondria protein 41, 0 YOR215
mitochondrial C
[0S=Saccharomyces cerevisiae
5288¢]
P01097 ATPase inhibitor, mitochondrial 85134 INH1; metabolic process;regulation mitochondrion catalytic 0.468 1.154 2.47
[0S=Saccharomyces cerevisiae 7 YDL181 of biological process activity;enzyme
$288c] w regulator
activity;protein
binding
P36525 54S ribosomal protein L24, 85523 MRPL24; cell organization and mitochondrion;ribosome RNA 1.154 2.981 2.58
mitochondrial 1 YMR193 biogenesis;metabolic process binding;structural
[0S=Saccharomyces cerevisiae w molecule activity
5288¢]
Q03713 Respiratory supercomplex factor 85497 RCF1; cell organization and membrane;mitochondrion 1.512 4.012 2.65
1, mitochondrial 8 YMLO30 biogenesis
[0S=Saccharomyces cerevisiae w
5288¢]
P13433 DNA-directed RNA polymerase, 85050 RPO41; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 0.027 0.085 3.15
mitochondrial 7 YFLO36 biogenesis;metabolic process activity;DNA binding
[OS=Saccharomyces cerevisiae w
5288c]
P35996 54S ribosomal protein L38, 85368 MRPL38; cell organization and mitochondrion;ribosome RNA 1.154 3.642 3.16
mitochondrial 4 YKL170 biogenesis;metabolic process binding;structural
[OS=Saccharomyces cerevisiae w molecule activity
5288c]
P21771 37S ribosomal protein S28, 85193 MRPS28 cell organization and mitochondrion;ribosome RNA 0.624 1.976 3.17
mitochondrial 7 ; biogenesis;metabolic process binding;structural
[OS=Saccharomyces cerevisiae YDR337 molecule activity
5288c] W
P00045 Cytochrome c iso-2 85667 CYC7; metabolic process;transport mitochondrion metal ion binding 1.512 6.943 4.59
[0S=Saccharomyces cerevisiae 2 YELO39C
5288c]
P07255 Cytochrome c oxidase subunit 7A 85149 COX9; metabolic process;transport membrane;mitochondrion catalytic 1.154 20.54 17.8
[0S=Saccharomyces cerevisiae 2 YDLO67C activity;transporter 4 0

5288c]

activity
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Supplemental Table S4. The relative concentrations of proteins in mitochondria purified from
WT or upsiA cells cultured without LCA. Mitochondria were purified from WT or upsi4 cells
recovered on day 2 of cell culturing without LCA. Mass spectrometry-based identification and
quantitation of proteins recovered in purified mitochondria were performed as described in Materials
and methods. The exponentially modified protein abundance index (emPAl) provided by the "Proteome
Discoverer” software was used to calculate the relative abundance of mitochondrial proteins between

specified datasets. Data on the relative concentrations of mitochondrial proteins are presented as means

of 2 independent experiments.

Accession Description Entrez Gene ID Biological Process Cellular Component Molecular emPAl emPAl Rati
Gene Function WT ups1 o
ID upsl1
WT
P10834 protein PET54 853137 PET54 metabolic process; membrane; mitochondrion; organelle lumen nucleotide 0.874 0.11 0.13
regulation of biological binding; RNA
process binding;
translation
regulator activity
P12687 54S ribosomal protein L2, 855727 MRP7; cell organization and mitochondrion;ribosome catalytic 1.848 0.233 0.13
mitochondrial YNLOOSC biogenesis;metabolic activity;RNA
[0S=Saccharomyces cerevisiae process binding;structural
5288c] molecule activity
Q06892 NADH kinase POS5, 855913 POS5; metabolic mitochondrion;organelle lumen catalytic 2.511 0.369 0.15
mitochondrial YPL188 process;response to activity;nucleotide
[0S=Saccharomyces cerevisiae w stimulus binding
5288¢]
P42847 37S ribosomal protein S18, 855410 MRPS18; cell organization and mitochondrion;ribosome RNA 1.054 0.155 0.15
mitochondrial YNL306 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae w process molecule activity
5288c]
P46998 mitochondrial membrane 853279 FMP33; membrane;mitochondrion 2.162 0.334 0.15
protein FMP33 YIL161W
[OS=Saccharomyces cerevisiae
5288¢]
P21771 37S ribosomal protein $28, 851937 MRPS28; cell organization and mitochondrion;ribosome RNA 0.833 0.129 0.15
mitochondrial YDR337 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae W process molecule activity
5288¢]
P43594 MICOS complex subunit MIC19 850563 AIM13; cell organization and cytoplasm;membrane;mitochondrion 3.329 0.52 0.16
[0S=Saccharomyces cerevisiae MIC19; biogenesis
5288c] YFRO11C
P40364 Mitochondrial peculiar 853379 MPM1; membrane;mitochondrion 3.642 0.585 0.16
membrane protein 1 YJLO66C
[OS=Saccharomyces cerevisiae
5288¢]
P53170 [Pyruvate dehydrogenase 852821 PKP2; metabolic mitochondrion;organelle lumen catalytic 1.096 0.179 0.16
(acetyl-transferring)] kinase 2, YGLO59 process;regulation of activity;nucleotide
mitochondrial W biological process binding;protein
[0S=Saccharomyces cerevisiae binding
5288¢]
P47150 37S ribosomal protein S7, 853578 RSM7; cell organization and mitochondrion;ribosome RNA 0.616 0.101 0.16
mitochondrial YJR113C biogenesis;metabolic binding;structural
[0S=Saccharomyces cerevisiae process molecule activity
5288c]
Q03557 Glutamyl-tRNA(GIn) 855338 HER2; cell organization and mitochondrion catalytic 0.468 0.08 0.17
amidotransferase subunit A, YMR293 biogenesis;metabolic activity;nucleotide
mitochondrial C process binding
[0S=Saccharomyces cerevisiae
5288¢]
P32445 Single-stranded DNA-binding 850395 RIM1; cell organization and mitochondrion DNA binding 6.743 1.154 0.17
protein RIM1, mitochondrial YCR028C biogenesis;metabolic
[0S=Saccharomyces cerevisiae -A process;regulation of
5288c] biological process
P02381 Ribosomal protein VAR1, 854586 VAR1; cell organization and mitochondrion;ribosome structural 1.31 0.233 0.18
mitochondrial Q0140 biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae process
5288c]
Q01217 Protein ARG5,6, mitochondrial 856800 ARGS5,6; metabolic cytoplasm;mitochondrion;organelle lumen catalytic 0.458 0.087 0.19
[OS=Saccharomyces cerevisiae YERO69 process;regulation of activity;nucleotide
$288c] W biological process binding;protein
binding
P39525 3-oxoacyl-[acyl-carrier-protein] 856790 CEM1; metabolic process mitochondrion catalytic activity 1.848 0.369 0.20
synthase homolog YERO61C
[OS=Saccharomyces cerevisiae
5288¢]
Q12283 Malonyl CoA-acyl carrier 854396 MCT1; metabolic process mitochondrion catalytic activity 0.668 0.136 0.20
protein transacylase, YOR221C
mitochondrial
[0S=Saccharomyces cerevisiae
5288c]
P25372 Thioredoxin-3, mitochondrial 850444 TRX3; cellular cytoplasm;mitochondrion catalytic activity 2.511 0.52 0.21
[0S=Saccharomyces cerevisiae YCRO83 homeostasis;metabolic
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5288c] w process;regulation of
biological process;response
to stimulus;transport
P33416 Heat shock protein 78, 851845 HSP78; cell organization and mitochondrion;organelle lumen catalytic 12.525 2.609 0.21
mitochondrial YDR258C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae process;regulation of binding;protein
5288c] biological process;response binding
to stimulus
P38122 3-methyl-2-oxobutanoate 852474 ECM31; metabolic process mitochondrion catalytic activity 0.585 0.122 0.21
hydroxymethyltransferase YBR176
[OS=Saccharomyces cerevisiae w
5288¢]
P32331 Carrier protein YMC1, 856171 YMC1; metabolic membrane;mitochondrion;vacuole structural 2.384 0.501 0.21
mitochondrial YPRO58 process;transport molecule
[OS=Saccharomyces cerevisiae w activity;transporte
5288c] r activity
P00447 Superoxide dismutase [Mn], 856399 SOD2; metabolic mitochondrion;organelle lumen antioxidant 9 1.894 0.21
mitochondrial YHR0O08C process;response to activity;catalytic
[OS=Saccharomyces cerevisiae stimulus activity;metal ion
5288c] binding
P49017 2-methoxy-6-polyprenyl-1,4- 854930 COQs5; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.551 0.116 0.21
benzoquinol methylase, YML110C
mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
P36528 54S ribosomal protein L17, 855469 MRPL17; cell organization and mitochondrion;ribosome structural 0.52 0.11 0.21
mitochondrial YNL252C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]
P22135 Protein ATP12, mitochondrial 853259 ATP12; cell organization and mitochondrion protein binding 0.468 0.101 0.22
[0S=Saccharomyces cerevisiae YJL180C biogenesis
5288¢]
P53305 Mitochondrial 37S ribosomal 853129 RSM27; cell organization and mitochondrion;ribosome structural 2.162 0.468 0.22
protein S27 YGR215 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288c]
P11325 Leucine--tRNA ligase, 851098 NAM2; cell organization and cytosol;mitochondrion;organelle lumen catalytic 0.353 0.078 0.22
mitochondrial YLR382C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae process;regulation of binding;RNA
5288c] biological process binding
P18496 Mitochondrial ATPase complex 851109 ATP10; cell organization and cytoplasm;membrane;mitochondrion protein binding 1.818 0.413 0.23
subunit ATP10 YLR393 biogenesis
[OS=Saccharomyces cerevisiae W
5288¢]
P25375 Saccharolysin 850301 PRD1; metabolic process cytoplasm;Golgi;mitochondrion;vacuole catalytic 0.216 0.05 0.23
[0S=Saccharomyces cerevisiae YCLO57 activity;metal ion
5288c] W binding
P19955 37S ribosomal protein YMR-31, 850610 YMR31; cell organization and mitochondrion;ribosome catalytic 15.681 3.642 0.23
mitochondrial YFRO49 biogenesis;metabolic activity;protein
[0S=Saccharomyces cerevisiae w process binding;structural
5288c] molecule activity
P32898 Mitochondrial presequence 852041 CYM1; metabolic process mitochondrion catalytic 2.162 0.505 0.23
protease [0S=Saccharomyces YDR430C activity;metal ion
cerevisiae 5288c] binding
P25605 Acetolactate synthase small 850348 ILV6; metabolic mitochondrion catalytic 11.743 2.793 0.24
subunit, mitochondrial YCLO09C process;regulation of activity;enzyme
[0S=Saccharomyces cerevisiae biological process regulator activity
5288¢]
P81450 ATP synthase subunit J, 854893 ATP1S8; cell organization and membrane;mitochondrion catalytic 9 2.162 0.24
mitochondrial YMLO81C biogenesis;metabolic activity;transporte
[0S=Saccharomyces cerevisiae -A process;transport r activity
5288c]
Q03430 37S ribosomal protein RSM28, 852105 RSM28; cell organization and mitochondrion;ribosome structural 2.675 0.65 0.24
mitochondrial YDR494 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢]
Q12305 Thiosulfate sulfurtransferase 854459 RDL1; endoplasmic reticulum;membrane;mitochondrion catalytic activity 1.154 0.292 0.25
RDL1, mitochondrial YOR285
[OS=Saccharomyces cerevisiae w
5288¢]
P19516 Cytochrome c oxidase 855971 COX11; cell organization and membrane;mitochondrion;ribosome metal ion binding 1.069 0.274 0.26
assembly protein COX11, YPL132 biogenesis;metabolic
mitochondrial W process
[0S=Saccharomyces cerevisiae
5288¢]
P35996 54S ribosomal protein L38, 853684 MRPL38; cell organization and mitochondrion;ribosome RNA 2.594 0.668 0.26
mitochondrial YKL170 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae W process molecule activity
5288¢]
P36516 54S ribosomal protein L3, 855039 MRPL3; cell organization and mitochondrion;nucleus;ribosome catalytic 1.043 0.269 0.26
mitochondrial YMR024 biogenesis;metabolic activity;RNA
[OS=Saccharomyces cerevisiae w process;response to binding;structural
$288c] stimulus molecule activity
P37293 N-terminal acetyltransferase 2 853050 NAT2; metabolic process cytoplasm;mitochondrion catalytic activity 0.931 0.245 0.26
[0S=Saccharomyces cerevisiae YGR147C
5288c]
P38523 GrpE protein homolog, 854407 MGE1; metabolic membrane;mitochondrion;organelle lumen enzyme regulator 2.36 0.624 0.26
mitochondrial YOR232 process;regulation of activity;nucleotide
[0S=Saccharomyces cerevisiae w biological process;transport binding;protein

5288c]

binding
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P36534 54S ribosomal protein L40, 855930 MRPL40; cell organization and mitochondrion;ribosome protein 1.512 0.413 0.27
mitochondrial YPL173 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae w process molecule activity
5288¢]

P53881 54S ribosomal protein L22, 855544 MRPL22; cell organization and mitochondrion;ribosome RNA 1.994 0.551 0.28
mitochondrial YNL177C biogenesis;metabolic binding;structural
[0S=Saccharomyces cerevisiae process molecule activity
5288c]

P32799 Cytochrome c oxidase subunit 852684 COX13; cell organization and membrane;mitochondrion catalytic 18.953 5.31 0.28
6A, mitochondrial YGL191 biogenesis;metabolic activity;enzyme
[OS=Saccharomyces cerevisiae w process;regulation of regulator
$288c] biological process;transport activity;transporte

r activity

Q06630 Mitochondrial homologous 851890 MHR1; cell organization and mitochondrion;nucleus catalytic 0.585 0.166 0.28
recombination protein 1 YDR296 biogenesis;metabolic activity;DNA
[0S=Saccharomyces cerevisiae w process;regulation of binding;structural
$288c] biological process;response molecule activity

to stimulus

P32897 Mitochondrial import inner 855751 TIM23; transport membrane;mitochondrion protein 531 1.512 0.28
membrane translocase subunit YNRO17 binding;transporte
tim23 [OS=Saccharomyces w r activity
cerevisiae S288c]

P36519 54S ribosomal protein L7, 851823 MRPL7; cell organization and mitochondrion;ribosome RNA 0.468 0.136 0.29
mitochondrial YDR237 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae W process molecule activity
5288¢]

P40165 NAD(P)H-hydrate epimerase 855521 NNR1; metabolic process cytoplasm;mitochondrion catalytic 1.61 0.468 0.29
[OS=Saccharomyces cerevisiae YNL200C activity;metal ion
$288c] binding;nucleotide

binding

Q12032 Altered inheritance of 854390 AIMA41; mitochondrion catalytic activity 1.61 0.468 0.29
mitochondria protein 41, YOR215C
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]

P27697 Atypical kinase COQ8, 852758 COQs; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.453 0.133 0.29
mitochondrial YGL119 activity;nucleotide
[OS=Saccharomyces cerevisiae W binding
5288¢]

P36139 protein PET10 853920 PET10; metabolic process membrane 0.413 0.122 0.30
[OS=Saccharomyces cerevisiae YKRO46C
5288¢]

Q12165 ATP synthase subunit delta, 851560 ATP16; metabolic membrane;mitochondrion catalytic 4.623 1.371 0.30
mitochondrial YDLOO4 process;transport activity;transporte
[OS=Saccharomyces cerevisiae W r activity
5288¢]

Q07534 Solute carrier family 25 851439 HEM25; metabolic membrane;mitochondrion structural 0.389 0.116 0.30
member 38 homolog YDL119C process;transport molecule
[OS=Saccharomyces cerevisiae activity;transporte
5288c] r activity

P40035 Mitochondrial phosphate 856779 PIC2; cellular membrane;mitochondrion structural 2.793 0.833 0.30
carrier protein 2 YER053C homeostasis;metabolic molecule
[OS=Saccharomyces cerevisiae process;transport activity;transporte
5288c] r activity

P25626 54S ribosomal protein IMG1, 850413 IMG1; cell organization and mitochondrion;ribosome structural 1.424 0.425 0.30
mitochondrial YCR046C biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae process
5288¢]

Q03201 37S ribosomal protein S10, 851611 RSM10; cell organization and mitochondrion;ribosome structural 1.424 0.425 0.30
mitochondrial YDR041 biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae w process
5288c]

Q03799 37S ribosomal protein S8, 855190 MRPSS; cell organization and mitochondrion;ribosome structural 1.424 0.425 0.30
mitochondrial YMR158 biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae W process
5288¢]

P47039 Probable kynurenine-- 853386 BNA3; metabolic cytoplasm;mitochondrion catalytic activity 0.334 0.101 0.30
oxoglutarate transaminase YJLO6OW process;regulation of
BNA3 [OS=Saccharomyces biological process
cerevisiae S288c]

P22354 54S ribosomal protein L20, 853960 MRPL20; cell organization and mitochondrion;ribosome structural 1.276 0.389 0.30
mitochondrial YKRO85C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]

P32266 Dynamin-like GTPase MGM1, 854386 MGM1; cell organization and membrane;mitochondrion catalytic 0.28 0.086 0.31
mitochondrial YOR211C biogenesis activity;nucleotide
[OS=Saccharomyces cerevisiae binding;protein
$288c] binding

P40051 Intermediate cleaving 856811 ICP55; metabolic membrane;mitochondrion;nucleus catalytic 0.25 0.077 0.31
peptidase 55 YERO78C process;regulation of activity;metal ion
[0S=Saccharomyces cerevisiae biological process binding
5288c]

P10849 mitochondrial transcription 851517 MTF2; metabolic process mitochondrion;organelle lumen protein 0.259 0.08 0.31
factor 2 [0S=Saccharomyces YDLO44C binding;RNA
cerevisiae 5288c] binding

P07236 Threonine--tRNA ligase, 853640 MST1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.233 0.072 0.31
mitochondrial YKL194C activity;nucleotide
[OS=Saccharomyces cerevisiae binding;RNA
5288c] binding

P47158 Putative transferase CAF17, 853586 IBAS7; cell organization and mitochondrion;organelle lumen catalytic activity 0.241 0.075 0.31
mitochondrial YJR122W biogenesis;metabolic

78




[OS=Saccharomyces cerevisiae process
5288¢]
P10507 mitochondrial-processing 850860 MAS1; metabolic mitochondrion;organelle lumen catalytic 2.481 0.778 0.31
peptidase subunit beta YLR163C process;transport activity;metal ion
[0S=Saccharomyces cerevisiae binding;protein
5288c] binding
P32860 NifU-like protein, 853826 NFUZ1; cell organization and mitochondrion;organelle lumen metal ion binding 5.494 1.738 0.32
mitochondrial YKLO40C biogenesis;cellular
[0S=Saccharomyces cerevisiae homeostasis;metabolic
5288c] process
P35999 Mitochondrial intermediate 853724 0OCT1; cellular mitochondrion;organelle lumen catalytic 0.145 0.046 0.32
peptidase [0S=Saccharomyces YKL134C homeostasis;metabolic activity;metal ion
cerevisiae $288c] process;regulation of binding
biological process
P25039 Elongation factor G, 850758 MEF1; cell organization and cytosol;mitochondrion catalytic 1.024 0.326 0.32
mitochondrial YLRO69C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae process binding;RNA
5288c] binding
Q07500 External NADH-ubiquinone 851474 NDE2; metabolic process mitochondrion catalytic 12.594 4.012 0.32
oxidoreductase 2, YDLO85 activity;nucleotide
mitochondrial w binding
[0S=Saccharomyces cerevisiae
5288¢]
P11914 Mitochondrial-processing 856419 MAS2; metabolic membrane;mitochondrion;organelle lumen catalytic 2.311 0.738 0.32
peptidase subunit alpha YHR024C process;transport activity;metal ion
[OS=Saccharomyces cerevisiae binding;protein
5288c] binding
P00431 cytochrome c peroxidase, 853940 CCP1; metabolic mitochondrion;organelle lumen antioxidant 2.162 0.701 0.32
mitochondrial YKRO66C process;response to activity;catalytic
[OS=Saccharomyces cerevisiae stimulus activity;metal ion
$288c] binding;protein
binding
P04803 Tryptophan--tRNA ligase, 851861 MSW1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.896 0.292 0.33
mitochondrial YDR268 activity;nucleotide
[0S=Saccharomyces cerevisiae w binding
5288¢]
P37267 Assembly factor cbp4 CBP4 cell organization and membrane;mitochondrion 5.579 1.848 0.33
[OS=Saccharomyces cerevisiae biogenesis
5288¢]
P14908 Mitochondrial transcription 855268 MTF1; metabolic mitochondrion;organelle lumen catalytic 0.778 0.259 0.33
factor 1 [0S=Saccharomyces YMR228 process;regulation of activity;DNA
cerevisiae S288c] w biological process binding;RNA
binding
P53736 Uncharacterized protein 855776 YNRO40 mitochondrion 1.154 0.389 0.34
YNRO40OW [OS=Saccharomyces W;
cerevisiae S288c] YNRO40
W
Q08970 Mitochondrial metal 855877 MMT2; cellular membrane;mitochondrion transporter 0.532 0.186 0.35
transporter 2 YPL224C homeostasis;regulation of activity
[0S=Saccharomyces cerevisiae biological process;response
5288c] to stimulus;transport
P06168 ketol-acid reductoisomerase, 851069 ILV5; cell organization and mitochondrion catalytic 28.126 9.857 0.35
mitochondrial YLR355C biogenesis;metabolic activity;DNA
[OS=Saccharomyces cerevisiae process binding;metal ion
5288c] binding
P35191 DnaJ homolog 1, mitochondrial 850530 MDJ1; cell organization and mitochondrion;organelle lumen enzyme regulator 4,722 1.656 0.35
[0S=Saccharomyces cerevisiae YFLO16C biogenesis;metabolic activity;metal ion
$288c] process;regulation of binding;nucleotide
biological process;response binding;protein
to stimulus binding
P36046 Mitochondrial intermembrane 853639 MIA40; cellular component membrane;mitochondrion catalytic 2.3 0.817 0.36
space import and assembly YKL195 movement;metabolic activity;protein
protein 40 [OS=Saccharomyces w process;response to binding;transporte
cerevisiae $288c] stimulus;transport r activity
Q06485 Autophagy-related protein 33 851070 ATG33; cell membrane;mitochondrion 2.162 0.778 0.36
[0S=Saccharomyces cerevisiae YLR356 communication;metabolic
5288c] W process;response to
stimulus
P39522 Dihydroxy-acid dehydratase, 853473 ILV3; metabolic process mitochondrion catalytic 39.37 14.199 0.36
mitochondrial YJRO16C activity;metal ion
[OS=Saccharomyces cerevisiae binding
5288¢]
Q12428 Probable 2-methylcitrate 856108 PDH1; metabolic process cytoplasm;membrane;mitochondrion catalytic activity 19.535 7.058 0.36
dehydratase YPRO02
[OS=Saccharomyces cerevisiae w
5288¢]
P18900 hexaprenyl pyrophosphate 852288 coaQi; metabolic process membrane;mitochondrion catalytic 0.711 0.259 0.36
synthase, mitochondrial YBR003 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;protein
5288c] binding
Q08223 Altered inheritance of 854103 AIM39; cytosol;membrane;mitochondrion 0.711 0.259 0.36
mitochondria protein 39, YOLO053
mitochondrial w
[OS=Saccharomyces cerevisiae
5288¢]
Q08968 UPF0061 protein FMP40 855879 FMP40; mitochondrion protein binding 2.495 0.917 0.37
[0S=Saccharomyces cerevisiae YPL222
5288c] W
P32332 Mitochondrial oxaloacetate 853739 OAC1; metabolic membrane;mitochondrion structural 5.813 2.162 0.37
transport protein YKL120 process;transport molecule
[0S=Saccharomyces cerevisiae W% activity;transporte
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5288c] r activity
P46681 D-lactate dehydrogenase 851376 DLD2; metabolic process mitochondrion;organelle lumen catalytic 1.829 0.682 0.37
[cytochrome] 2, mitochondrial YDL178 activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding
P23833 Protein SCO1, mitochondrial 852325 SCO1; cell organization and membrane;mitochondrion antioxidant 1.783 0.668 0.37
[OS=Saccharomyces cerevisiae YBRO37C biogenesis;cellular activity;catalytic
5288c] homeostasis;response to activity;metal ion
stimulus;transport binding
P00927 Threonine dehydratase, 856819 ILV1; metabolic process cytoplasm;mitochondrion catalytic activity 3.375 1.285 0.38
mitochondrial YER086
[OS=Saccharomyces cerevisiae w
5288¢]
P16451 Pyruvate dehydrogenase 853107 PDX1; metabolic process mitochondrion;organelle lumen catalytic 4.055 1.555 0.38
complex protein X component, YGR193C activity;structural
mitochondrial molecule activity
[0S=Saccharomyces cerevisiae
5288¢]
P23180 Probable oxidoreductase 856365 AIM17; cell organization and mitochondrion catalytic 9 3.467 0.39
AIM17 [0S=Saccharomyces YHLO21C biogenesis;metabolic activity;metal ion
cerevisiae S288c] process binding
P12686 37S ribosomal protein MRP13, 852975 MRP13; cell organization and mitochondrion;ribosome structural 1.512 0.585 0.39
mitochondrial YGR084C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]
P32453 Protein ATP11, mitochondrial 855401 ATP11; cell organization and mitochondrion protein binding 1.512 0.585 0.39
[OS=Saccharomyces cerevisiae YNL315C biogenesis
5288¢]
P02992 elongation factor Tu, 854359 TUF1; cell organization and mitochondrion catalytic 23.245 9 0.39
mitochondrial YOR187 biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae W process binding;RNA
$288c] binding
Q02204 54S ribosomal protein L13, 853875 MRPL13; cell organization and mitochondrion;ribosome structural 1.371 0.54 0.39
mitochondrial YKRO06C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288c]
P17695 Glutaredoxin-2, mitochondrial 852124 GRX2; cellular cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.31 0.52 0.40
[OS=Saccharomyces cerevisiae YDR513 homeostasis;metabolic activity;catalytic
$288c] w process;regulation of activity
biological process;response
to stimulus;transport
P36527 54S ribosomal protein L28, 852073 MRPL28; cell organization and mitochondrion;ribosome structural 1.31 0.52 0.40
mitochondrial YDR462 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae W process
5288¢]
P23369 54S ribosomal protein L25, 852967 MRPL25; cell organization and mitochondrion;ribosome structural 1.31 0.52 0.40
mitochondrial YGR0O76C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]
P38120 37S ribosomal protein S9, 852443 MRPS9; cell organization and mitochondrion;ribosome RNA 1.254 0.501 0.40
mitochondrial YBR146 biogenesis;metabolic binding;structural
[0S=Saccharomyces cerevisiae w process molecule activity
5288¢]
P32387 54S ribosomal protein L41, 852014 MRP20; cell organization and mitochondrion;ribosome nucleotide 1.254 0.501 0.40
mitochondrial YDR405 biogenesis;metabolic binding;protein
[0S=Saccharomyces cerevisiae w process binding;RNA
5288c] binding;structural
molecule activity
Q96VHS MICOS complex subunit Mic10 850300 MOS1; cell organization and membrane;mitochondrion 4.179 1.683 0.40
[0S=Saccharomyces cerevisiae MIC10; biogenesis
5288c] YCLO57C-
A
Q01163 37S ribosomal protein S23, 852748 RSM23; cell organization and mitochondrion;ribosome catalytic 2.695 1.11 0.41
mitochondrial YGL129C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces cerevisiae process binding;RNA
5288c] binding;structural
molecule activity
P33759 37S ribosomal protein S5, 852553 MRPS5; cell organization and mitochondrion;ribosome RNA 0.995 0.413 0.42
mitochondrial YBR251 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae W process molecule activity
5288¢]
Q12031 Mitochondrial 2- 856114 ICL2; metabolic process mitochondrion;organelle lumen catalytic activity 7.859 3.281 0.42
methylisocitrate lyase YPRO0O6C
[OS=Saccharomyces cerevisiae
5288¢]
P40530 [Pyruvate dehydrogenase 854769 PKP1; metabolic process mitochondrion;organelle lumen catalytic 0.931 0.389 0.42
(acetyl-transferring)] kinase 1, YILO42C activity;nucleotide
mitochondrial binding;protein
[OS=Saccharomyces cerevisiae binding
5288¢]
Q03246 37S ribosomal protein S17, 855226 MRPS17; cell differentiation;cell mitochondrion;ribosome RNA 0.931 0.389 0.42
mitochondrial YMR188 organization and binding;structural
[OS=Saccharomyces cerevisiae C biogenesis;metabolic molecule activity
$288c] process
P36151 Uncharacterized protein 853944 YKRO70 metabolic process mitochondrion 1.976 0.833 0.42
YKRO70W [OS=Saccharomyces W;
cerevisiae 5288c] YKRO70
W
P38797 Protein phosphatase 2C 856475 PTC7; metabolic process mitochondrion catalytic 0.874 0.369 0.42
homolog 7, mitochondrial YHR076 activity;metal ion
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[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding
P00830 ATP synthase subunit beta, 853585 ATP2; metabolic cytosol;membrane;mitochondrion catalytic 99 41.987 0.42
mitochondrial YJIR121W process;transport activity;nucleotide
[0S=Saccharomyces cerevisiae binding;protein
$288c] binding;transporte
r activity
P40086 Cytochrome c oxidase 856884 COX15; cell organization and membrane;mitochondrion catalytic 1.555 0.668 0.43
assembly protein cox15 YER141 biogenesis;metabolic activity;transporte
[OS=Saccharomyces cerevisiae w process;transport r activity
5288¢c]
P15179 Aspartate--tRNA ligase, 856000 MSD1; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.708 0.307 0.43
mitochondrial YPL104 activity;nucleotide
[0S=Saccharomyces cerevisiae w binding
5288c]
Q12480 Probable electron transfer 856112 AIM45; metabolic mitochondrion;organelle lumen catalytic 3.467 1.512 0.44
flavoprotein subunit alpha, YPRO04C process;transport activity;nucleotide
mitochondrial binding
[OS=Saccharomyces cerevisiae
5288¢]
Q08818 Meiotic sister-chromatid 854536 MSC6; metabolic process mitochondrion;organelle lumen RNA binding 1.154 0.506 0.44
recombination protein 6, YOR354C
mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
P48569 Uncharacterized protein 851345 YDL183C transport 0.624 0.274 0.44
YDL183C [0S=Saccharomyces B
cerevisiae 5288c] YDL183C
P36775 Lon protease homolog, 852259 PIM1; cell organization and cytoplasm;mitochondrion;organelle lumen catalytic 1.222 0.537 0.44
mitochondrial YBL022C biogenesis;metabolic activity;DNA
[0S=Saccharomyces cerevisiae process;regulation of binding;nucleotide
$288c] biological process;response binding;RNA
to stimulus binding
P36520 54S ribosomal protein L10, 855436 MRPL10; cell organization and mitochondrion;ribosome structural 0.551 0.245 0.44
mitochondrial YNL284C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]
P36163 mitochondrial 853962 OMAL; metabolic process membrane;mitochondrion catalytic 0.551 0.245 0.44
metalloendopeptidase OMA1 YKRO87C activity;metal ion
[0S=Saccharomyces cerevisiae binding
5288¢]
Q02784 Monothiol glutaredoxin-5, 856048 GRXS5; cell organization and mitochondrion;organelle lumen catalytic 2.594 1.154 0.44
mitochondrial YPLO59 biogenesis;cellular activity;metal ion
[0S=Saccharomyces cerevisiae w homeostasis;metabolic binding
$288c] process;regulation of
biological process;response
to stimulus
P38341 MICOS complex subunit MIC12 852566 AIM5; cell organization and membrane;mitochondrion 2.594 1.154 0.44
[OS=Saccharomyces cerevisiae MIC12; biogenesis
5288c] YBR262C
P42949 Mitochondrial import inner 853340 PAM16; transport membrane;mitochondrion protein binding 0.52 0.233 0.45
membrane translocase subunit YJL104W
TIM16 [0S=Saccharomyces
cerevisiae 5288c]
P40053 Altered inheritance of 856813 AIM9; mitochondrion 4.289 1.938 0.45
mitochondria protein 9, YERO80
mitochondrial w
[OS=Saccharomyces cerevisiae
5288¢]
P38088 Glycine--tRNA ligase 1, mitochondrial GRS1 metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.468 0.212 0.45
[0S=Saccharomyces cerevisiae S288c] activity;nucleotide
binding;protein
binding
P08067 cytochrome b-c1 complex 856689 RIP1; metabolic membrane;mitochondrion catalytic 55.234 25.102 0.45
subunit Rieske, mitochondrial YELO24W process;transport activity;metal ion
[OS=Saccharomyces cerevisiae binding;transporte
$288c] r activity
P32839 Mitochondrial chaperone BCS1 851981 BCS1; cell organization and cytosol;membrane;mitochondrion catalytic 0.425 0.194 0.46
[OS=Saccharomyces cerevisiae YDR375C biogenesis;metabolic activity;nucleotide
$288c] process;response to binding;transporte
stimulus;transport r activity
Q01976 ADP-ribose pyrophosphatase 852408 YSA1; metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.425 0.194 0.46
[OS=Saccharomyces cerevisiae YBR111C activity;metal ion
$288c] binding
P38175 37S ribosomal protein MRP21, 852188 MRP21; cell organization and mitochondrion;ribosome structural 0.425 0.194 0.46
mitochondrial YBL090 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢]
Q12166 2-isopropylmalate synthase 2, 854275 LEUY; metabolic process mitochondrion catalytic 3.739 1.707 0.46
mitochondrial YOR108 activity;protein
[0S=Saccharomyces cerevisiae w binding
5288c]
P37292 Serine 852565 SHM1; metabolic process mitochondrion catalytic activity 12.219 5.579 0.46
hydroxymethyltransferase, YBR263
mitochondrial w
[OS=Saccharomyces cerevisiae
5288¢]
Q03713 Respiratory supercomplex 854978 RCF1; cell organization and membrane;mitochondrion 2.162 0.995 0.46
factor 1, mitochondrial YMLO30 biogenesis
[OS=Saccharomyces cerevisiae w

5288¢]
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Q02950 37S ribosomal protein MRP51, 855985 MRP51; cell organization and mitochondrion;ribosome structural 1.154 0.532 0.46
mitochondrial YPL118 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢]
P40508 Uncharacterized protein 854733 YILO77C; mitochondrion 1.448 0.668 0.46
YILO77C [OS=Saccharomyces YILO77C
cerevisiae $288c]
P17558 37S ribosomal protein PET123, 854329 PET123; cell organization and mitochondrion;ribosome structural 1.448 0.668 0.46
mitochondrial YOR158 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢c]
Q05779 Ubiquinone biosynthesis 850898 coQ9; metabolic process membrane;mitochondrion 0.359 0.166 0.46
protein COQY, mitochondrial YLR201C
[0S=Saccharomyces cerevisiae
5288c]
P36523 54S ribosomal protein L15, 851022 MRPL15; cell organization and mitochondrion;ribosome catalytic 0.334 0.155 0.46
mitochondrial YLR312 biogenesis;metabolic activity;RNA
[0S=Saccharomyces cerevisiae W-A process binding;structural
5288c] molecule activity
P32378 4-hydroxybenzoate 855778 coQz; metabolic membrane;mitochondrion catalytic activity 0.292 0.136 0.47
polyprenyltransferase, YNRO41C process;transport
mitochondrial
[OS=Saccharomyces cerevisiae
5288c]
P38884 Altered inheritance of 856605 AIM18; mitochondrion catalytic activity 0.311 0.145 0.47
mitochondria protein 18, YHR198C
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
Q06493 LETM1 domain-containing 856243 YLH47; cell organization and membrane;mitochondrion 1.043 0.487 0.47
protein YLH47, mitochondrial YPR125 biogenesis;transport
[OS=Saccharomyces cerevisiae W
5288¢]
P38127 mitochondrial carrier protein 852491 RIM2; cell organization and membrane;mitochondrion structural 1.239 0.585 0.47
RIM2 [OS=Saccharomyces YBR192 biogenesis;metabolic molecule
cerevisiae $288c] w process;transport activity;transporte
r activity
P00445 Superoxide dismutase [Cu-Zn] 853568 SOD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleus antioxidant 1.848 0.874 0.47
[OS=Saccharomyces cerevisiae YJR104C biogenesis;cellular activity;catalytic
$288c] homeostasis;metabolic activity;metal ion
process;regulation of binding;protein
biological process;response binding
to stimulus
Q08686 Thiosulfate sulfurtransferase 854425 TUM1; metabolic process cytoplasm;mitochondrion catalytic 0.212 0.101 0.48
TUM1 [OS=Saccharomyces YOR251C activity;protein
cerevisiae S288c] binding
P43635 Citrate synthase 3, 856107 CIT3; metabolic process mitochondrion catalytic activity 6.11 2.914 0.48
mitochondrial YPROO1
[OS=Saccharomyces cerevisiae W
5288¢]
P21375 Fumarate reductase 2 853510 0OSM1; metabolic process endoplasmic reticulum;mitochondrion catalytic 0.16 0.077 0.48
[0S=Saccharomyces cerevisiae YJRO51W activity;nucleotide
5288c] binding
P38860 GTPase MTG2, mitochondrial 856573 MTG2; metabolic membrane;mitochondrion catalytic 0.145 0.07 0.48
[0S=Saccharomyces cerevisiae YHR168 process;transport activity;metal ion
$288c] W binding;nucleotide
binding;transporte
r activity
P53166 ATP-dependent RNA helicase 852816 MRH4; cell organization and mitochondrion;organelle lumen catalytic 0.145 0.07 0.48
mrh4, mitochondrial YGL064C biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces cerevisiae process binding;RNA
5288c] binding
P42900 Sigma-like sequence protein 1, 850830 SLS1; cell organization and membrane;mitochondrion protein binding 0.125 0.061 0.49
mitochondrial YLR139C biogenesis;metabolic
[0S=Saccharomyces cerevisiae process
5288¢]
P48526 Isoleucine--tRNA ligase, 856067 ISM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle lumen catalytic 0.081 0.04 0.49
mitochondrial YPLO40C biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae process;regulation of binding
$288c] biological process
P48237 Mitochondrial group | intron 853053 CcCM1; cell organization and mitochondrion RNA binding 0.089 0.044 0.49
splicing factor CCM1 YGR150C biogenesis;metabolic
[OS=Saccharomyces cerevisiae process
5288¢]
Q06236 Mitochondrial inner membrane 850861 SHH4; metabolic process membrane;mitochondrion catalytic 6.499 3.217 0.49
protein SHH4 YLR164 activity;metal ion
[OS=Saccharomyces cerevisiae W binding
5288¢]
P08417 fumarate hydratase, 855866 FUM1; cell organization and cytoplasm;cytosol;mitochondrion;organelle lumen catalytic activity 13.874 6.88 0.50
mitochondrial YPL262 biogenesis;metabolic
[0S=Saccharomyces cerevisiae W process
5288c]
P09440 C-1-tetrahydrofolate synthase, 852378 MIS1; metabolic process cytosol;mitochondrion catalytic 1.668 0.829 0.50
mitochondrial YBRO84 activity;nucleotide
[0S=Saccharomyces cerevisiae w binding
5288c]
P47052 succinate dehydrogenase 853405 YJLO45W metabolic membrane;mitochondrion catalytic 5.884 2.932 0.50
[ubiquinone] flavoprotein ; process;transport activity;nucleotide
subunit 2, mitochondrial YJLOASW binding

[OS=Saccharomyces cerevisiae
5288c]
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P28817 3-hydroxyisobutyryl-CoA 851606 EHD3; metabolic process mitochondrion catalytic activity 1.212 0.61 0.50
hydrolase, mitochondrial YDR0O36C
[OS=Saccharomyces cerevisiae
5288¢]
P42940 Probable electron transfer 853121 CIR1; metabolic mitochondrion;organelle lumen 7.66 3.87 0.51
flavoprotein subunit beta YGR207C process;transport
[0S=Saccharomyces cerevisiae
5288c]
P10662 37S ribosomal protein MRP1, 851948 MRP1; cell organization and mitochondrion;ribosome antioxidant 2.981 1.512 0.51
mitochondrial YDR347 biogenesis;metabolic activity;catalytic
[OS=Saccharomyces cerevisiae w process;response to activity;metal ion
$288c] stimulus binding;structural
molecule activity
P48015 Aminomethyltransferase, 851582 GCV1; metabolic process mitochondrion catalytic 11.217 5.7 0.51
mitochondrial YDRO19C activity;protein
[0S=Saccharomyces cerevisiae binding
5288c]
P36066 Protein MRG3-like 853725 YKL133C; metabolic process membrane;mitochondrion protein binding 0.655 0.334 0.51
[OS=Saccharomyces cerevisiae YKL133C
5288¢]
P49095 Glycine dehydrogenase 855227 GCV2; metabolic process cytosol;mitochondrion catalytic activity 2.884 1.471 0.51
(Decarboxylating), YMR189
mitochondrial w
[0S=Saccharomyces cerevisiae
5288¢]
P38172 MIOREX complex component 3 852181 YBLO95 membrane;mitochondrion 0.968 0.501 0.52
[0S=Saccharomyces cerevisiae w;
5288¢] MRX3;
YBLO95
W
P25374 Cysteine desulfurase, 850343 NFS1; cell organization and mitochondrion;nucleus catalytic 2.594 1.346 0.52
mitochondrial YCLO17C biogenesis;cellular activity;metal ion
[0S=Saccharomyces cerevisiae homeostasis;metabolic binding;protein
5288c] process binding
P37298 Succinate dehydrogenase 851758 SDH4; metabolic membrane;mitochondrion catalytic 4.995 2.594 0.52
[ubiquinone] cytochrome b YDR178 process;transport activity;metal ion
small subunit, mitochondrial w binding
[OS=Saccharomyces cerevisiae
5288¢]
P38072 Protein SCO2, mitochondrial 852312 SCO2; cell organization and membrane;mitochondrion antioxidant 1.404 0.73 0.52
[OS=Saccharomyces cerevisiae YBR024 biogenesis;cellular activity;catalytic
$288c] w homeostasis;metabolic activity;metal ion
process;transport binding
P04037 cytochrome c oxidase subunit 852688 COX4; cell organization and membrane;mitochondrion catalytic 34.112 17.738 0.52
4, mitochondrial YGL187C biogenesis;metabolic activity;metal ion
[0S=Saccharomyces cerevisiae process;transport binding;transporte
5288c] r activity
P07806 Valine--tRNA ligase, 852986 VAS1; metabolic cytoplasm;cytosol;mitochondrion catalytic 0.722 0.377 0.52
mitochondrial YGR094 process;regulation of activity;nucleotide
[0S=Saccharomyces cerevisiae w biological process binding
5288¢]
P07256 Cytochrome b-c1 complex 852235 COR1; metabolic membrane;mitochondrion catalytic 18.783 9.89 0.53
subunit 1, mitochondrial YBLO45C process;transport activity;metal ion
[OS=Saccharomyces cerevisiae binding;protein
$288c] binding;transporte
r activity
P53140 Protein RMD9, mitochondrial 852771 RMD9Y; cell membrane;mitochondrion RNA binding 1.268 0.668 0.53
[OS=Saccharomyces cerevisiae YGL107C differentiation;metabolic
$288c] process;regulation of
biological process
P53312 Succinyl-CoA ligase [ADP- 853159 LSC2; metabolic process mitochondrion catalytic 20.017 10.602 0.53
forming] subunit beta, YGR244C activity;nucleotide
mitochondrial binding
[OS=Saccharomyces cerevisiae
5288¢]
P43617 Uncharacterized mitochondrial 850606 YFR045 metabolic membrane;mitochondrion structural 0.778 0.413 0.53
carrier YFRO45W w; process;transport molecule
[0S=Saccharomyces cerevisiae YFRO45 activity;transporte
5288c] W r activity
P01097 ATPase inhibitor, mitochondrial 851347 INH1; metabolic mitochondrion catalytic 2.162 1.154 0.53
[OS=Saccharomyces cerevisiae YDL181 process;regulation of activity;enzyme
$288c] w biological process regulator
activity;protein
binding
P32902 37S ribosomal protein MRP4, 856384 MRP4; cell organization and mitochondrion;ribosome structural 1.154 0.616 0.53
mitochondrial YHLO04 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢]
P16387 Pyruvate dehydrogenase E1 856925 PDAL; cell growth;metabolic mitochondrion;organelle lumen catalytic activity 25.264 13.497 0.53
component subunit alpha, YER178 process
mitochondrial w
[OS=Saccharomyces cerevisiae
5288¢]
Q05892 MIOREX complex component 2 850997 YLR290C; metabolic process mitochondrion catalytic activity 3.217 1.738 0.54
[0S=Saccharomyces cerevisiae coaQly;
5288c] YLR290C
P36101 tRNA 853841 TCD2; metabolic process cytosol;membrane;mitochondrion catalytic 0.616 0.334 0.54
threonylcarbamoyladenosine YKLO27 activity;nucleotide
dehydratase 2 W; binding
[OS=Saccharomyces cerevisiae YKLO27
5288¢] w
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Q04935 Cytochrome c oxidase protein 851817 COX20; cell organization and membrane;mitochondrion protein binding 1.894 1.031 0.54
20, mitochondrial YDR231C biogenesis;metabolic
[OS=Saccharomyces cerevisiae process
5288¢]
Q02608 37S ribosomal protein S16, 856094 MRPS16; cell organization and mitochondrion;ribosome structural 1.683 0.931 0.55
mitochondrial YPLO13C biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae process
5288c]
P39726 Glycine cleavage system H 851254 GCV3; metabolic process mitochondrion catalytic activity 9 4.995 0.56
protein, mitochondrial YALO44C
[OS=Saccharomyces cerevisiae
5288¢]
P48360 Probable NADPH:adrenodoxin 851982 ARH1; cellular cytoplasm;membrane;mitochondrion;organelle catalytic activity 0.45 0.25 0.56
oxidoreductase, mitochondrial YDR376 homeostasis;metabolic lumen
[OS=Saccharomyces cerevisiae w process;transport
5288¢]
P53326 Uncharacterized protein 853182 YGR266 membrane;mitochondrion 1.081 0.602 0.56
YGR266W [OS=Saccharomyces w;
cerevisiae 5288c] YGR266
w
Q02776 Mitochondrial import inner 856042 TIM50; cell organization and membrane;mitochondrion catalytic 7.483 4.179 0.56
membrane translocase subunit YPLO63 biogenesis;metabolic activity;protein
TIM50 [OS=Saccharomyces W process;transport binding;transporte
cerevisiae 5288c] r activity
P36517 54S ribosomal protein L4, 851160 MRPL4; cell organization and mitochondrion;ribosome structural 1.565 0.874 0.56
mitochondrial YLR439 biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae w process
5288¢]
P32795 Mitochondrial inner membrane 856135 YMEL; metabolic membrane;mitochondrion catalytic 1.938 1.085 0.56
i-AAA protease supercomplex YPRO24 process;response to activity;metal ion
subunit YME1 w stimulus;transport binding;nucleotide
[OS=Saccharomyces cerevisiae binding;protein
5288c] binding
P40047 Aldehyde dehydrogenase 5, 856804 ALDS5; metabolic process mitochondrion;organelle lumen catalytic activity 3.146 1.762 0.56
mitochondrial YER073
[OS=Saccharomyces cerevisiae W
5288¢]
P08525 Cytochrome b-c1 complex 853273 QCRS; metabolic membrane;mitochondrion catalytic 5.31 2.981 0.56
subunit 8 [0S=Saccharomyces YIL166W process;transport activity;transporte
cerevisiae S288c] r activity
P40012 protoporphyrinogen oxidase 856733 HEM14; metabolic process membrane;mitochondrion catalytic activity 1.482 0.833 0.56
[0S=Saccharomyces cerevisiae YERO14
5288c] w
P32904 54S ribosomal protein L6, 856552 MRPL6; cell organization and mitochondrion;ribosome RNA 1.371 0.778 0.57
mitochondrial YHR147C biogenesis;metabolic binding;structural
[0S=Saccharomyces cerevisiae process molecule activity
5288¢]
P21801 Succinate dehydrogenase 850685 SDH2; metabolic membrane;mitochondrion catalytic 32.839 18.684 0.57
[ubiquinone] iron-sulfur YLLO41C process;transport activity;metal ion
subunit, mitochondrial binding
[OS=Saccharomyces cerevisiae
5288c]
P40961 prohibitin-1 853033 PHB1; cell organization and membrane;mitochondrion protein binding 9 5.158 0.57
[OS=Saccharomyces cerevisiae YGR132C biogenesis;metabolic
$288c] process;regulation of
biological process
P53889 uncharacterized mitochondrial 855553 FMP41; metabolic process mitochondrion catalytic 1.254 0.719 0.57
hydrolase FMP41 YNL168C activity;metal ion
[0S=Saccharomyces cerevisiae binding
5288¢]
P17505 Malate dehydrogenase, 853777 MDH1; metabolic process mitochondrion;organelle lumen catalytic 99 56.797 0.57
mitochondrial YKLO85 activity;protein
[0S=Saccharomyces cerevisiae w binding;RNA
5288c] binding
P15424 ATP-dependent RNA helicase 851775 MSS116; metabolic mitochondrion;organelle lumen catalytic 1.154 0.668 0.58
MSS116, mitochondrial YDR194C process;regulation of activity;nucleotide
[OS=Saccharomyces cerevisiae biological process binding;RNA
5288c] binding
P53732 37S ribosomal protein S12, 855772 MRPS12; cell organization and mitochondrion;ribosome structural 1.154 0.668 0.58
mitochondrial YNRO36C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]
Q04599 54S ribosomal protein L1, 851694 MRPL1; cell organization and mitochondrion;ribosome RNA 1.069 0.624 0.58
mitochondrial YDR116C biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae process molecule activity
5288¢]
P38300 Inner membrane mitoribosome 852483 MBA1; cell organization and membrane;mitochondrion 0.995 0.585 0.59
receptor MBA1, mitochondrial YBR185C biogenesis;regulation of
[0S=Saccharomyces cerevisiae biological process
5288c]
P40185 Protein mmf1, mitochondrial 854760 MMF1; cell organization and mitochondrion;organelle lumen 9 5.31 0.59
[OS=Saccharomyces cerevisiae YILO51C biogenesis;metabolic
$288c] process
P40452 Cytochrome c oxidase 854649 COA1L; cell organization and membrane;mitochondrion protein binding 0.874 0.52 0.59
assembly factor 1 YIL157C biogenesis
[OS=Saccharomyces cerevisiae
5288¢]
P36525 54S ribosomal protein L24, 855231 MRPL24; cell organization and mitochondrion;ribosome RNA 1.929 1.154 0.60
mitochondrial YMR193 biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae w process molecule activity

5288¢]
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P43616 Cys-Gly metallodipeptidase 850605 DUGY; metabolic process cytoplasm;mitochondrion;ribosome catalytic 1.154 0.711 0.62
dugl [0S=Saccharomyces YFRO44C activity;metal ion
cerevisiae $288c] binding

Q12349 ATP synthase subunit H, 851002 ATP14; cell organization and membrane;mitochondrion catalytic 2.728 1.683 0.62
mitochondrial YLR295C biogenesis;metabolic activity;transporte
[OS=Saccharomyces cerevisiae process;transport r activity
5288¢]

P38323 ATP-dependent clpX-like 852528 MCX1; metabolic process membrane;mitochondrion;organelle lumen catalytic 0.501 0.311 0.62
chaperone, mitochondrial YBR227C activity;nucleotide
[OS=Saccharomyces cerevisiae binding
5288¢c]

Q06668 Methyltransferase OMS1, 851911 OMS1; metabolic process membrane;mitochondrion catalytic activity 0.484 0.301 0.62
mitochondrial YDR316
[0S=Saccharomyces cerevisiae w
5288c]

P40496 37S ribosomal protein S25, 854715 RSM25; cell organization and mitochondrion;ribosome structural 0.468 0.292 0.62
mitochondrial YILO93C biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae process
5288¢]

Q3E824 Uncharacterized protein 146648 YOR020 metabolic membrane;mitochondrion 5.813 3.642 0.63
YOR020W-A 0 W-A; process;transport
[0S=Saccharomyces cerevisiae YOR020
5288¢] W-A

Q04689 Altered inheritance of 854955 AIM32; 0.369 0.233 0.63
mitochondria protein 32 YMLO50
[OS=Saccharomyces cerevisiae W
5288¢]

P54857 lipase 2 [0S=Saccharomyces 851628 TGL2; metabolic mitochondrion catalytic activity 0.369 0.233 0.63
cerevisiae S288c] YDR0O58C process;transport

Q05648 MIOREX complex component 851876 YDR282C membrane;mitochondrion 0.35 0.222 0.63
10 [0S=Saccharomyces ; MRX10;
cerevisiae $288c] YDR282C

P38891 Branched-chain-amino-acid 856615 BAT1; metabolic mitochondrion;organelle lumen catalytic activity 15.876 10.103 0.64
aminotransferase, YHR208 process;regulation of
mitochondrial w biological process;response
[OS=Saccharomyces cerevisiae to stimulus
5288¢]

P03879 Intron-encoded RNA maturase 854582 Bl4; metabolic process membrane;mitochondrion catalytic 0.28 0.179 0.64
bl4 [0S=Saccharomyces Q0120 activity;RNA
cerevisiae S288c] binding

Q03028 Mitochondrial 2- 855969 0oDC1; metabolic membrane;mitochondrion structural 7.799 4.995 0.64
oxodicarboxylate carrier 1 YPL134C process;transport molecule
[OS=Saccharomyces cerevisiae activity;transporte
5288c] r activity

Q03976 37S ribosomal protein S24, 851755 RSM24; cell organization and mitochondrion;ribosome structural 0.905 0.585 0.65
mitochondrial YDR175C biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae process
5288¢]

P39533 Homocitrate dehydratase, 853230 ACO2; metabolic process mitochondrion catalytic 0.17 0.11 0.65
mitochondrial YJL200C activity;metal ion
[0S=Saccharomyces cerevisiae binding
5288¢]

P53266 Cytochrome oxidase assembly 853009 SHY1; cell organization and membrane;mitochondrion protein binding 1.783 1.154 0.65
protein SHY1 YGR112 biogenesis
[0S=Saccharomyces cerevisiae w
5288¢]

Q04728 Arginine biosynthesis 855084 ARG7; metabolic process mitochondrion;organelle lumen catalytic activity 1.154 0.748 0.65
bifunctional protein ArgJ, YMRO062
mitochondrial C
[OS=Saccharomyces cerevisiae
5288¢]

P43567 alanine--glyoxylate 850514 AGX1; metabolic process cytosol;mitochondrion catalytic activity 2.481 1.61 0.65
aminotransferase 1 YFLO30W
[0S=Saccharomyces cerevisiae
5288¢]

P33311 ATP-dependent permease 855858 MDL2; response to membrane;mitochondrion catalytic 1.233 0.802 0.65
MDL2, mitochondrial YPL270 stimulus;transport activity;nucleotide
[0S=Saccharomyces cerevisiae w binding;transporte
5288c] r activity

P34227 Mitochondrial peroxiredoxin 852215 PRX1; cellular mitochondrion antioxidant 6.848 4.456 0.65
PRX1 [0OS=Saccharomyces YBLO64C homeostasis;metabolic activity;catalytic
cerevisiae $288c] process;regulation of activity

biological process;response
to stimulus

Q08179 Mitochondrial distribution and 854130 MDM38; cell organization and membrane;mitochondrion 5.683 3.732 0.66
morphology protein 38 YOL027C biogenesis;cellular
[0S=Saccharomyces cerevisiae homeostasis;regulation of
5288c] biological process;transport

Q00711 Succinate dehydrogenase 853709 SDH1; metabolic membrane;mitochondrion catalytic 18.619 12.242 0.66
[ubiquinone] flavoprotein YKL148C process;transport activity;nucleotide
subunit, mitochondrial binding;protein
[OS=Saccharomyces cerevisiae binding
5288¢]

P07275 Delta-1-pyrroline-5-carboxylate 856432 PUT2; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 6.565 4.337 0.66
dehydrogenase, mitochondrial YHR037
[OS=Saccharomyces cerevisiae w
5288¢]

P19414 Aconitate hydratase, 851013 ACO1; cell organization and cytoplasm;cytosol;mitochondrion;organelle lumen catalytic 66.002 43.893 0.67
mitochondrial YLR304C biogenesis;metabolic activity;DNA

[OS=Saccharomyces cerevisiae
5288c]

process;transport

binding;metal ion
binding
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P14832 peptidyl-prolyl cis-trans 851733 CPR1; cell differentiation;cell cytoplasm;mitochondrion;nucleus catalytic 1.31 0.874 0.67
isomerase [0S=Saccharomyces YDR155C organization and activity;RNA
cerevisiae $288c] biogenesis;metabolic binding
process;regulation of
biological process;transport
P06208-1 2-isopropylmalate synthase 855619 LEU4; metabolic process cytoplasm;mitochondrion catalytic 9 6.017 0.67
[OS=Saccharomyces cerevisiae YNL104C activity;protein
5288c] binding
Q05931 Heat shock protein SSQ1, 851084 ssQ1; cell organization and mitochondrion;organelle lumen nucleotide 0.995 0.679 0.68
mitochondrial YLR369 biogenesis;metabolic binding;protein
[OS=Saccharomyces cerevisiae w process binding
5288¢]
P07143 Cytochrome c1, heme protein, 854231 CYT1; metabolic cytosol;membrane;mitochondrion metal ion binding 19.309 13.251 0.69
mitochondrial YOR065 process;transport
[OS=Saccharomyces cerevisiae w
5288¢]
P40098 uncharacterized mitochondrial 856931 FMP10; membrane;mitochondrion 2.36 1.637 0.69
membrane protein FMP10 YER182
[OS=Saccharomyces cerevisiae w
5288¢]
Q12029 Probable mitochondrial 854445 FSF1; transport membrane;mitochondrion transporter 2.36 1.637 0.69
transport protein fsfl YOR271C activity
[OS=Saccharomyces cerevisiae
5288c]
Q99297 Mitochondrial 2- 854397 oDC2; metabolic membrane;mitochondrion structural 0.778 0.54 0.69
oxodicarboxylate carrier 2 YOR222 process;transport molecule
[0S=Saccharomyces cerevisiae w activity;transporte
5288c] r activity
P32316 acetyl-CoA hydrolase 852266 ACH1; metabolic process cytoplasm;cytosol;mitochondrion catalytic activity 29.539 20.544 0.70
[OS=Saccharomyces cerevisiae YBLO15
5288¢] w
Q02486 ARS-binding factor 2, 855094 ABF2; cell organization and chromosome;mitochondrion;nucleus DNA binding 69.17 48.239 0.70
mitochondrial YMRO072 biogenesis;metabolic
[OS=Saccharomyces cerevisiae W process;regulation of
5288c] biological process
P33310 ATP-dependent permease 850885 MDL1; transport membrane;mitochondrion catalytic 0.624 0.438 0.70
MDL1, mitochondrial YLR188 activity;nucleotide
[OS=Saccharomyces cerevisiae W binding;transporte
5288c] r activity
Q12251 Uncharacterized mitochondrial 856121 YPRO11C metabolic membrane;mitochondrion structural 0.551 0.389 0.71
carrier YPRO11C ; process;transport molecule
[0S=Saccharomyces cerevisiae YPRO11C activity;transporte
5288c] r activity
Q12482 Mitochondrial aspartate- 856132 AGC1; metabolic membrane;mitochondrion structural 0.407 0.292 0.72
glutamate transporter AGC1 YPR021C process;transport molecule
[0S=Saccharomyces cerevisiae activity;transporte
5288c] r activity
P32191 Glycerol-3-phosphate 854651 GUT2; metabolic process membrane;mitochondrion catalytic activity 9.502 6.827 0.72
dehydrogenase, mitochondrial YIL155C
[0S=Saccharomyces cerevisiae
5288¢]
Q04172 Sensitive to high expression 852002 SHE9; cell organization and membrane;mitochondrion 0.374 0.269 0.72
protein 9, mitochondrial YDR393 biogenesis
[OS=Saccharomyces cerevisiae W
5288¢]
P33421 Succinate dehydrogenase 853716 SDH3; cell organization and membrane;mitochondrion catalytic 1.276 0.931 0.73
[ubiquinone] cytochrome b YKL141 biogenesis;metabolic activity;metal ion
subunit, mitochondrial w process;transport binding
[0S=Saccharomyces cerevisiae
5288¢]
P32787 Mitochondrial genome 853609 MGM10 cell organization and chromosome;mitochondrion DNA binding 4.456 3.281 0.74
maintenance protein MGM101 1; biogenesis;metabolic
[0S=Saccharomyces cerevisiae YJR144W process;response to
5288c] stimulus
P00401 Cytochrome c oxidase subunit 854598 COX1; metabolic membrane;mitochondrion catalytic 2.162 1.61 0.74
1 [OS=Saccharomyces Q0045 process;transport activity;metal ion
cerevisiae 5288c] binding;transporte
r activity
P32843 Mitochondrial escape protein 2 855348 YME2; cell organization and membrane;mitochondrion nucleotide 3.112 2.36 0.76
[0S=Saccharomyces cerevisiae YMR302 biogenesis;metabolic binding;RNA
5288c] C process binding
P00128 Cytochrome b-c1 complex 852142 QCR7; cell organization and membrane;mitochondrion catalytic 15.681 11.915 0.76
subunit 7 [0S=Saccharomyces YDR529C biogenesis;metabolic activity;transporte
cerevisiae S288c] process;transport r activity
P32335 Protein MSS51, mitochondrial 850900 MSS51; metabolic membrane;mitochondrion protein 1.512 1.154 0.76
[0S=Saccharomyces cerevisiae YLR203C process;regulation of binding;translation
$288c] biological process regulator activity
P04710 ADP,ATP carrier protein 1 855078 AAC1; metabolic cytosol;membrane;mitochondrion structural 10.288 7.859 0.76
[0S=Saccharomyces cerevisiae YMRO56 process;transport molecule
5288c] C activity;transporte
r activity
P28834 Isocitrate dehydrogenase 855691 IDH1; metabolic cytosol;mitochondrion;organelle lumen catalytic 15.238 11.743 0.77
[NAD] subunit 1, mitochondrial YNLO37C process;transport activity;metal ion
[OS=Saccharomyces cerevisiae binding;nucleotide
$288c] binding;protein
binding;RNA
binding
P40513 Mitochondrial acidic protein 854740 MAM33; metabolic mitochondrion;organelle lumen translation 3.642 2.831 0.78
MAM33 [OS=Saccharomyces YILO70C process;regulation of regulator activity

cerevisiae $288c]

biological process
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P00410 Cytochrome c oxidase subunit 854622 COX2; metabolic membrane;mitochondrion catalytic 3.642 2.831 0.78
2 [OS=Saccharomyces Q0250 process;transport activity;metal ion
cerevisiae $288c] binding;protein
binding;transporte
r activity
P36521 54S ribosomal protein L11, 851325 MRPL11; cell organization and mitochondrion;ribosome structural 1.069 0.833 0.78
mitochondrial YDL202 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢]
P51998 54S ribosomal protein yml6, 854983 YMLS6; cell organization and mitochondrion;ribosome RNA 0.931 0.73 0.78
mitochondrial YMLO25C biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae process molecule activity
5288¢c]
P00427 Cytochrome c oxidase subunit 856448 COX6; metabolic membrane;mitochondrion catalytic 4.623 3.642 0.79
6, mitochondrial YHRO51 process;transport activity;metal ion
[OS=Saccharomyces cerevisiae w binding;transporte
5288c] r activity
P39952 Mitochondrial inner membrane 856898 OXA1; cell organization and membrane;mitochondrion transporter 1.738 1.371 0.79
protein OXA1 YER154 biogenesis;transport activity
[OS=Saccharomyces cerevisiae w
5288¢]
P40495 Homoisocitrate 854714 LYS12; metabolic process mitochondrion catalytic 6.499 5.19 0.80
dehydrogenase, mitochondrial YIL094C activity;metal ion
[0S=Saccharomyces cerevisiae binding;nucleotide
5288c] binding
Q03798 Altered inheritance of 855189 AIM36; membrane;mitochondrion 1.336 1.069 0.80
mitochondria protein 36, YMR157
mitochondrial C
[0S=Saccharomyces cerevisiae
5288¢]
P40008 Protein FMP52, mitochondrial 856721 FMP52; endoplasmic reticulum;membrane;mitochondrion catalytic activity 2.162 1.738 0.80
[OS=Saccharomyces cerevisiae YER004
5288¢] w
P07342 Acetolactate synthase catalytic 855135 1LV2; metabolic process mitochondrion catalytic 5.236 4.223 0.81
subunit, mitochondrial YMR108 activity;metal ion
[OS=Saccharomyces cerevisiae W binding;nucleotide
5288c] binding
P47127 Altered inheritance of 853543 AlM24; cell organization and mitochondrion 3.175 2.562 0.81
mitochondria protein 24, YJRO80C biogenesis
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
Q12298 uncharacterized ABC 851633 YDRO61 mitochondrion catalytic 0.425 0.343 0.81
transporter ATP-binding w; activity;nucleotide
protein YDRO61W YDR0O61 binding
[0S=Saccharomyces cerevisiae w
5288¢]
P25719 Peptidyl-prolyl cis-trans 854897 CPR3; cell death;metabolic mitochondrion;organelle lumen catalytic activity 2.981 2.415 0.81
isomerase C, mitochondrial YMLO78 process
[0S=Saccharomyces cerevisiae w
5288¢]
Q08822 Probable electron transfer 854538 CIR2; metabolic membrane;mitochondrion catalytic 3.019 2.481 0.82
flavoprotein-ubiquinone YOR356 process;transport activity;metal ion
oxidoreductase, mitochondrial W binding;nucleotide
[0S=Saccharomyces cerevisiae binding
5288¢]
P38885 Altered inheritance of 856606 AIM46; mitochondrion catalytic activity 1.404 1.154 0.82
mitochondria protein 46, YHR199C
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
P47045 mitochondrial import inner 853392 TIM54; cell organization and cytosol;membrane;mitochondrion transporter 0.655 0.54 0.82
membrane translocase subunit YJLO54W biogenesis;transport activity
TIM54 [0S=Saccharomyces
cerevisiae S288c]
P39925 Mitochondrial respiratory 856737 AFG3; cell organization and membrane;mitochondrion catalytic 1.228 1.015 0.83
chain complexes assembly YERO17C biogenesis;metabolic activity;metal ion
protein AFG3 process;response to binding;nucleotide
[OS=Saccharomyces cerevisiae stimulus;transport binding;protein
$288c] binding
Q06678 54S ribosomal protein L35, 851921 MRPL35; cell organization and mitochondrion;ribosome structural 1.424 1.219 0.86
mitochondrial YDR322 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢]
P32317 Protein AFG1 856658 AFG1; cell organization and membrane;mitochondrion catalytic 1.154 0.995 0.86
[0S=Saccharomyces cerevisiae YELO52W biogenesis;metabolic activity;nucleotide
$288c] process;response to binding
stimulus;transport
P32891 D-lactate dehydrogenase 851380 DLD1; metabolic membrane;mitochondrion catalytic 13.03 11.253 0.86
[cytochrome] 1, mitochondrial YDL174C process;transport activity;nucleotide
[OS=Saccharomyces cerevisiae binding
5288c]
P33303 Succinate/fumarate 853558 SFC1; metabolic membrane;mitochondrion structural 17.957 15.681 0.87
mitochondrial transporter YJRO95W process;transport molecule
[0S=Saccharomyces cerevisiae activity;transporte
5288c] r activity
P46367 Potassium-activated aldehyde 854556 ALD4; metabolic process mitochondrion;organelle lumen catalytic activity 58.078 50.795 0.87
dehydrogenase, mitochondrial YOR374
[0S=Saccharomyces cerevisiae w

5288c]
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P32473 Pyruvate dehydrogenase E1 852522 PDB1; metabolic process mitochondrion;organelle lumen catalytic activity 10.288 9 0.87
component subunit beta, YBR221C
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢c]
P40341 Mitochondrial respiratory 855114 YTA12; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.795 1.575 0.88
chain complexes assembly YMRO089 biogenesis;metabolic activity;metal ion
protein YTA12 C process;response to binding;nucleotide
[0S=Saccharomyces cerevisiae stimulus;transport binding;protein
5288c] binding
P52893 probable alanine 850778 ALT1; metabolic process mitochondrion;organelle lumen catalytic activity 1.438 1.264 0.88
aminotransferase, YLRO89C
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
P50085 Prohibitin-2 853146 PHB2; cell organization and membrane;mitochondrion protein binding 4.926 4.337 0.88
[OS=Saccharomyces cerevisiae YGR231C biogenesis;metabolic
5288c] process;regulation of
biological process
P18239 ADP,ATP carrier protein 2 852250 PET9; cell death;metabolic membrane;mitochondrion structural 135.88 122.28 0.90
[OS=Saccharomyces cerevisiae YBLO30C process;transport molecule 7 5
$288c] activity;transporte
r activity
P49367 Homoaconitase, mitochondrial 851820 LYS4; metabolic process mitochondrion catalytic 1.276 1.154 0.90
[OS=Saccharomyces cerevisiae YDR234 activity;metal ion
$288c] w binding;protein
binding
P36013 NAD-dependent malic enzyme, 853839 MAE1L; metabolic process mitochondrion;organelle lumen catalytic 2.35 2.162 0.92
mitochondrial YKLO29C activity;metal ion
[OS=Saccharomyces cerevisiae binding;nucleotide
5288c] binding
P40215 External NADH-ubiquinone 855176 NDE1; metabolic process mitochondrion catalytic 5.469 5.078 0.93
oxidoreductase 1, YMR145 activity;nucleotide
mitochondrial C binding
[0S=Saccharomyces cerevisiae
5288¢]
P07257 Cytochrome b-c1 complex 856321 QCR2; metabolic membrane;mitochondrion catalytic 33.551 33.551 1.00
subunit 2, mitochondrial YPR191 process;transport activity;metal ion
[0S=Saccharomyces cerevisiae w binding;protein
$288c] binding;transporte
r activity
P36112 MICOS complex subunit Mic60 853886 FCI1; cell organization and membrane;mitochondrion 12.895 12.895 1.00
[OS=Saccharomyces cerevisiae MIC60; biogenesis;transport
5288c] YKRO16
W
P23641 mitochondrial phosphate 853540 MIR1; metabolic membrane;mitochondrion protein 26.826 26.826 1.00
carrier protein YJRO77C process;transport binding;structural
[0S=Saccharomyces cerevisiae molecule
5288c] activity;transporte
r activity
P36060 NADH-cytochrome b5 853707 MCR1; metabolic membrane;mitochondrion catalytic 19.691 19.691 1.00
reductase 2 YKL150 process;response to activity;protein
[OS=Saccharomyces cerevisiae W stimulus binding
5288¢]
P19262 Dihydrolipoyllysine-residue 851726 KGD2; cell organization and mitochondrion catalytic 5.7 5.7 1.00
succinyltransferase component YDR148C biogenesis;metabolic activity;protein
of 2-oxoglutarate process binding
dehydrogenase complex,
mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
P25613 Accumulation of dyads protein 850368 ADY2; transport membrane;mitochondrion;vacuole transporter 12.895 12.895 1.00
2 [0S=Saccharomyces YCR0O10C activity
cerevisiae $288c]
Q12335 Protoplast secreted protein 2 851596 PST2; metabolic cytoplasm;extracellular;membrane;mitochondrion catalytic 4.012 4.012 1.00
[OS=Saccharomyces cerevisiae YDR032C process;regulation of activity;nucleotide
$288c] biological process binding;protein
binding
P81449 ATP synthase subunit e, 851922 TIM11; cell organization and membrane;mitochondrion catalytic 9 9 1.00
mitochondrial YDR322C biogenesis;metabolic activity;structural
[OS=Saccharomyces cerevisiae -A process;transport molecule
$288c] activity;transporte
r activity
Q07349 MIOREX complex component 9 851535 YDLO27C endoplasmic reticulum;membrane;mitochondrion 1.913 1.913 1.00
[OS=Saccharomyces cerevisiae ; MRX9;
5288c] YDL027C
P00044 Cytochrome ciso-1 853507 CYC1; metabolic mitochondrion metal ion 12.335 12.335 1.00
[0S=Saccharomyces cerevisiae YJRO48W process;transport binding;protein
5288c] binding
P38325 Mitochondrial outer 852531 OM14; transport membrane;mitochondrion 9 9 1.00
membrane protein OM14 YBR230C
[OS=Saccharomyces cerevisiae
5288¢]
Q08023 Protein FMP25, mitochondrial 850766 FMP25; cell organization and membrane;mitochondrion 0.968 0.968 1.00
[0S=Saccharomyces cerevisiae YLRO77 biogenesis
5288c] W
P53721 Respiratory supercomplex 855752 RCF2; cell organization and membrane;mitochondrion 7.111 7.111 1.00
factor 2, mitochondrial YNRO18 biogenesis
[0S=Saccharomyces cerevisiae w

5288c]
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Q12289 mitochondrial carnitine carrier 854267 CRC1; metabolic membrane;mitochondrion structural 0.931 0.931 1.00
[OS=Saccharomyces cerevisiae YOR100C process;transport molecule
5288c] activity;transporte
r activity
P10823 Guanine nucleotide-binding 856741 GPA2; cell differentiation;cell cytosol;membrane;mitochondrion catalytic 0.978 0.978 1.00
protein alpha-2 subunit YER020 growth;cell organization activity;metal ion
[OS=Saccharomyces cerevisiae w and biogenesis;cellular binding;nucleotide
$288c] homeostasis;regulation of binding;protein
biological process;response binding;signal
to stimulus transducer activity
P39006 Phosphatidylserine 855552 PSD1; metabolic membrane;mitochondrion catalytic activity 0.487 0.487 1.00
decarboxylase proenzyme 1, YNL169C process;regulation of
mitochondrial biological process
[OS=Saccharomyces cerevisiae
5288¢]
Q12374 Nuclear control of ATPase 856278 NCA2; metabolic process membrane;mitochondrion 0.565 0.565 1.00
protein 2 [0S=Saccharomyces YPR155C
cerevisiae $288c]
P21560 Protein CBP3, mitochondrial 855886 CBP3; cell organization and membrane;mitochondrion;ribosome 1.031 1.031 1.00
[OS=Saccharomyces cerevisiae YPL215 biogenesis;regulation of
5288c] W biological process
P07253 cytochrome B pre-mRNA- 852417 CBP6; cell organization and mitochondrion;ribosome 2.728 2.728 1.00
processing protein 6 YBR120C biogenesis;metabolic
[0S=Saccharomyces cerevisiae process;regulation of
5288c] biological process
P38910 10 kDa heat shock protein, 854185 HSP10; cell organization and cytoplasm;mitochondrion;organelle lumen metal ion 4.623 4.623 1.00
mitochondrial YOR020C biogenesis;metabolic binding;nucleotide
[OS=Saccharomyces cerevisiae process;response to binding;protein
$288c] stimulus;transport binding
Q06143 mitochondrial dicarboxylate 851063 DIC1; metabolic membrane;mitochondrion structural 1.154 1.154 1.00
transporter YLR348C process;transport molecule
[OS=Saccharomyces cerevisiae activity;transporte
5288c] r activity
P40416 Iron-sulfur clusters transporter 855347 ATM1; cellular membrane;mitochondrion catalytic 0.453 0.453 1.00
ATM1, mitochondrial YMR301 homeostasis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae C process;transport binding;transporte
5288c] r activity
P50945 MICOS complex subunit MIC27 855623 AIM37; cell organization and membrane;mitochondrion 1.254 1.254 1.00
[OS=Saccharomyces cerevisiae MIC27; biogenesis
5288c] YNL100
W
014467 multiprotein-bridging factor 1 854474 MBF1; metabolic cytoplasm;mitochondrion;nucleus DNA binding 131 131 1.00
[OS=Saccharomyces cerevisiae YOR298C process;regulation of
$288c] -A biological process
P32907 Ammonia transport outward 855736 ATO2; transport membrane;mitochondrion;vacuole transporter 0.874 0.874 1.00
protein 2 [0S=Saccharomyces YNR002C activity
cerevisiae 5288c]
P53311 Mitochondrial pyruvate carrier 853158 FMP43; transport membrane;mitochondrion transporter 1.154 1.154 1.00
3 [OS=Saccharomyces MPC3; activity
cerevisiae S288c] YGR243
W
P40502 Altered inheritance of 854722 AIM19; membrane;mitochondrion 0.995 0.995 1.00
mitochondria protein 19, YILO87C
mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
Q01519 Cytochrome c oxidase subunit 850727 COX12; cell organization and mitochondrion catalytic 3.642 3.642 1.00
6b [0S=Saccharomyces YLRO38C biogenesis;metabolic activity;transporte
cerevisiae S288c] process;transport r activity
Q06567 ABC1 family protein MCP2 850955 YLR253 cell organization and membrane;mitochondrion 0.218 0.218 1.00
[0S=Saccharomyces cerevisiae w; biogenesis
5288c] MCP2;
YLR253
w
P37299 cytochrome b-c1 complex 856390 QCR10; metabolic membrane;mitochondrion catalytic 531 531 1.00
subunit 10 [0S=Saccharomyces YHROO1 process;transport activity;transporte
cerevisiae $288c] W-A r activity
Q12233 ATP synthase subunit g, 856131 ATP20; cell organization and membrane;mitochondrion catalytic 1371 1371 1.00
mitochondrial YPR020 biogenesis;metabolic activity;transporte
[0S=Saccharomyces cerevisiae W process;transport r activity
5288c]
P40159 Uncharacterized protein 855513 YNL208 membrane;mitochondrion;ribosome 0.668 0.668 1.00
YNL208W [OS=Saccharomyces w;
cerevisiae $288c] YNL208
w
Q03327 Mitochondrial fusion and 852081 UGO1; cell organization and membrane;mitochondrion protein 0.425 0.425 1.00
transport protein Ugol YDR470C biogenesis;metabolic binding;structural
[OS=Saccharomyces cerevisiae process molecule activity
5288¢]
Q6Q560 Protein isd11 856774 1SD11; cell organization and mitochondrion;organelle lumen catalytic 1.783 1.783 1.00
[0S=Saccharomyces cerevisiae YER048 biogenesis;metabolic activity;protein
5288c] W-A process binding
Q12375 mitochondrial ornithine 854297 ORT1; metabolic membrane;mitochondrion structural 0.54 0.54 1.00
transporter 1 YOR130C process;transport molecule
[0S=Saccharomyces cerevisiae activity;transporte
5288c] r activity
P41911 Glycerol-3-phosphate 854095 GPD2; metabolic process cytoplasm;cytosol;mitochondrion catalytic 0.186 0.186 1.00
dehydrogenase [NAD(+)] 2, YOLO59 activity;nucleotide
mitochondrial w binding;protein

[OS=Saccharomyces cerevisiae
5288c]

binding
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P53220 Mitochondrial import inner 852921 TIM21; cell organization and membrane;mitochondrion protein binding 0.719 0.719 1.00
membrane translocase subunit YGRO33C biogenesis;transport
TIM21 [0S=Saccharomyces
cerevisiae 5288c]
P38702 mitochondrial carrier protein 856391 LEUS; metabolic membrane;mitochondrion structural 0.334 0.334 1.00
LEUS [OS=Saccharomyces YHR002 process;transport molecule
cerevisiae $288c] w activity;transporte
r activity
P36147 Presequence translocated- 853939 PAM17; transport membrane;mitochondrion 1.371 1.371 1.00
associated motor subunit YKRO65C
pam17, mitochondrial
[OS=Saccharomyces cerevisiae
5288¢c]
Q02883 N-acyl- 856001 FMP30; metabolic process membrane;mitochondrion catalytic 0.425 0.425 1.00
phosphatidylethanolamine- YPL103C activity;metal ion
hydrolyzing phospholipase D, binding
mitochondrial
[0S=Saccharomyces cerevisiae
5288c]
P36526 54S ribosomal protein L27, 852585 MRPL27; cell organization and mitochondrion;ribosome structural 0.995 0.995 1.00
mitochondrial YBR282 biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae w process
5288¢]
P53163 54S ribosomal protein L12, 852811 MNP1; cell organization and mitochondrion;ribosome RNA 1.31 1.31 1.00
mitochondrial YGLO68 biogenesis;metabolic binding;structural
[0S=Saccharomyces cerevisiae w process molecule activity
5288¢]
Q01532-1 Cysteine proteinase 1, mitochondrial metabolic cytoplasm;mitochondrion catalytic 0.179 0.179 1.00
[OS=Saccharomyces cerevisiae S288c] process;regulation of activity;DNA
biological process;response binding;RNA
to stimulus binding
Q07914 mitochondrial import inner 850694 PAM18; regulation of biological membrane;mitochondrion enzyme regulator 0.778 0.778 1.00
membrane translocase subunit YLROO8C process;transport activity;protein
TIM14 [0S=Saccharomyces binding;transporte
cerevisiae S288c] r activity
P38152 Tricarboxylate transport 852594 CTP1; metabolic membrane;mitochondrion structural 0.389 0.389 1.00
protein [0S=Saccharomyces YBR291C process;transport molecule
cerevisiae $288c] activity;transporte
r activity
P81451 ATP synthase subunit K, 854077 ATP19; cell organization and membrane;mitochondrion catalytic 3.642 3.642 1.00
mitochondrial YOLO077 biogenesis;metabolic activity;transporte
[0S=Saccharomyces cerevisiae W-A process;transport r activity
5288¢]
P25345 Asparagine--tRNA ligase, 850388 SLMS5; metabolic process cytoplasm;mitochondrion;organelle lumen catalytic 0.172 0.172 1.00
mitochondrial YCR024C activity;nucleotide
[0S=Saccharomyces cerevisiae binding
5288¢]
P49334 Mitochondrial import receptor 855592 TOM22; cell organization and membrane;mitochondrion protein 0.292 0.292 1.00
subunit tom22 YNL131 biogenesis;transport binding;transporte
[0S=Saccharomyces cerevisiae w r activity
5288¢]
Q06005 Octanoyltransferase, 850940 LIP2; metabolic process cytoplasm;mitochondrion catalytic activity 0.245 0.245 1.00
mitochondrial YLR239C
[OS=Saccharomyces cerevisiae
5288¢]
P34224 Uncharacterized protein 852221 YBLO59 membrane;mitochondrion 0.468 0.468 1.00
YBLO59W [OS=Saccharomyces w;
cerevisiae $288c] YBLO59
W
Q12467 MIOREX complex component 4 855935 YPL168 membrane;mitochondrion 0.202 0.202 1.00
[0S=Saccharomyces cerevisiae w;
$288c] MRX4;
YPL168
w
P41735 5-demethoxyubiquinone 854292 CATS5; metabolic process membrane;mitochondrion catalytic 0.54 0.54 1.00
hydroxylase, mitochondrial YOR125C activity;metal ion
[0S=Saccharomyces cerevisiae binding
5288¢]
P22438 Methionine--tRNA ligase, 853081 MSM1; metabolic process cytoplasm;cytosol;mitochondrion;organelle lumen catalytic 0.136 0.136 1.00
mitochondrial YGR171C activity;nucleotide
[OS=Saccharomyces cerevisiae binding
5288¢]
P53320 Mitochondrial carrier protein 853173 MTM1; metabolic membrane;mitochondrion structural 0.11 0.11 1.00
MTM1 [OS=Saccharomyces YGR257C process;transport molecule activity
cerevisiae 5288c]
Q3E6R5 uncharacterized mitochondrial 851989 YDR381C membrane;mitochondrion 0.389 0.389 1.00
outer membrane protein -A;
YDR381C-A YDR381C
[OS=Saccharomyces cerevisiae -A
5288¢]
P32463 Acyl carrier protein, 853642 ACP1; metabolic mitochondrion 0.259 0.259 1.00
mitochondrial YKL192C process;transport
[0S=Saccharomyces cerevisiae
5288c]
P40581 peroxiredoxin HYR1 854855 HYR1; metabolic cytoplasm;cytosol;mitochondrion;organelle lumen antioxidant 0.259 0.259 1.00
[OS=Saccharomyces cerevisiae YIRO37W process;response to activity;catalytic
$288c] stimulus activity
Q07821 Iron-sulfur assembly protein 1 850632 ISA1; cell organization and mitochondrion;organelle lumen metal ion 0.136 0.136 1.00
[0S=Saccharomyces cerevisiae YLLO27W biogenesis;metabolic binding;structural

5288c]

process

molecule activity
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P04039 Cytochrome c oxidase 851111 COXS; metabolic membrane;mitochondrion catalytic 0.778 0.778 1.00
polypeptide VIII, mitochondrial YLR395C process;transport activity;transporte
[OS=Saccharomyces cerevisiae r activity
5288¢]
P38228 Mitochondrial chaperone 852332 TCM62; cell organization and membrane;mitochondrion nucleotide 0.129 0.129 1.00
TCM62 [OS=Saccharomyces YBRO44C biogenesis binding;protein
cerevisiae $288c] binding
P10174 cytochrome c oxidase subunit 7 855298 COX7; metabolic membrane;mitochondrion catalytic 1.154 1.154 1.00
[0S=Saccharomyces cerevisiae YMR256 process;transport activity;transporte
5288c] C r activity
P39515 mitochondrial import inner 853298 TIM17; cell organization and membrane;mitochondrion protein 0.778 0.778 1.00
membrane translocase subunit YiL143W biogenesis;transport binding;transporte
Tim17 [0S=Saccharomyces r activity
cerevisiae $288c]
P38816 thioredoxin reductase 2, 856506 TRR2; cellular cytoplasm;mitochondrion antioxidant 0.136 0.136 1.00
mitochondrial YHR106 homeostasis;metabolic activity;catalytic
[OS=Saccharomyces cerevisiae w process;regulation of activity
5288c] biological process;response
to stimulus
P25270 rRNA methyltransferase 1, 854376 MRM1; metabolic process mitochondrion catalytic 0.129 0.129 1.00
mitochondrial YOR201C activity;RNA
[0S=Saccharomyces cerevisiae binding
5288¢]
P25578 CDP-diacylglycerol--glycerol-3- 850352 PGS1; metabolic process mitochondrion catalytic 0.083 0.083 1.00
phosphate 3- YCLOO4 activity;nucleotide
phosphatidyltransferase W binding
[0S=Saccharomyces cerevisiae
5288¢]
P36064 COX assembly mitochondrial 853721 CMC1; cell organization and membrane;mitochondrion metal ion binding 0.389 0.389 1.00
protein [0S=Saccharomyces YKL137 biogenesis
cerevisiae S288c] W
P33314 Inhibitory regulator protein 853770 BUD2; cell division;regulation of cytoplasm;membrane enzyme regulator 0.031 0.031 1.00
BUD2/CLA2 YKLO92C biological activity;protein
[OS=Saccharomyces cerevisiae process;reproduction;respo binding
5288c] nse to stimulus
P25038 Translation initiation factor IF- 854135 IFM1; cell organization and mitochondrion;nucleus catalytic 0.054 0.054 1.00
2, mitochondrial YOL023 biogenesis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae W process binding;RNA
5288c] binding
P87275 Altered inheritance of 856829 AIM11; membrane;mitochondrion 0.389 0.389 1.00
mitochondria protein 11 YER093C
[0S=Saccharomyces cerevisiae -A
5288c]
Q12497 Protein FMP16, mitochondrial 851642 FMP16; mitochondrion 0.389 0.389 1.00
[OS=Saccharomyces cerevisiae YDRO70C
5288¢]
Q06698 Putative ATP-dependent RNA 851137 YLR419 metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.027 0.027 1.00
helicase YLR419W w; activity;nucleotide
[OS=Saccharomyces cerevisiae YLR419 binding;protein
$288c] w binding;RNA
binding
P00045 Cytochrome c iso-2 856672 CYC7; metabolic mitochondrion metal ion binding 0.259 0.259 1.00
[0S=Saccharomyces cerevisiae YELO39C process;transport
5288¢]
P53157 Mitochondrial pyruvate carrier 852800 FMP37; transport membrane;mitochondrion transporter 0.468 0.468 1.00
1 [0S=Saccharomyces MPC1; activity
cerevisiae S288c] YGLO80
W
P39103 Cytochrome c oxidase 854910 COX14; cell organization and membrane;mitochondrion;organelle lumen protein binding 0.585 0.585 1.00
assembly protein COX14 YML129C biogenesis;regulation of
[0S=Saccharomyces cerevisiae biological process
5288c]
P38746 Obg-like ATPase homolog 856372 YLF2; mitochondrion nucleotide binding 0.093 0.093 1.00
[0S=Saccharomyces cerevisiae YHLO14C
5288¢]
P38071 Enoyl-[acyl-carrier protein] 852314 ETR1; metabolic process mitochondrion;organelle lumen catalytic 7.111 8.006 1.13
reductase [NADPH, B-specific], YBR026C activity;DNA
mitochondrial binding;metal ion
[OS=Saccharomyces cerevisiae binding
5288¢]
P07246 Alcohol dehydrogenase 3, 855107 ADH3; metabolic process mitochondrion;organelle lumen catalytic 10.159 11.452 1.13
mitochondrial YMRO083 activity;metal ion
[OS=Saccharomyces cerevisiae W binding
5288¢]
P28241 Isocitrate dehydrogenase 854303 IDH2; metabolic process mitochondrion;organelle lumen catalytic 6.197 7.031 1.13
[NAD] subunit 2, mitochondrial YOR136 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;nucleotide
5288c] binding;protein
binding;RNA
binding
P27929 37S ribosomal protein NAM9, 855585 NAMS; cell organization and mitochondrion;ribosome RNA 0.931 1.062 1.14
mitochondrial YNL137C biogenesis;metabolic binding;structural
[0S=Saccharomyces cerevisiae process;regulation of molecule activity
5288c] biological process
P53598 Succinyl-CoA ligase [ADP- 854310 LSC1; metabolic process cytosol;mitochondrion catalytic 9 10.288 1.14
forming] subunit alpha, YOR142 activity;nucleotide
mitochondrial w binding
[OS=Saccharomyces cerevisiae
5288¢]
P25349 Flavoprotein-like protein YCP4 850360 YCP4; metabolic cytoplasm;membrane;mitochondrion catalytic 6.743 7.799 1.16
[0S=Saccharomyces cerevisiae YCR004C process;regulation of activity;nucleotide
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5288c]

biological process

binding;protein

binding
Q04013 Citrate/oxoglutarate carrier 855282 YHMZ2; cell organization and membrane;mitochondrion DNA 3.467 4.012 1.16
protein [0S=Saccharomyces YMR241 biogenesis;metabolic binding;structural
cerevisiae $288c] w process;transport molecule
activity;transporte
r activity
P53292 37S ribosomal protein S35, 853075 MRPS35; cell organization and mitochondrion;ribosome structural 1.512 1.754 1.16
mitochondrial YGR165 biogenesis;metabolic molecule activity
[OS=Saccharomyces cerevisiae w process
5288¢c]
P32454 Aminopeptidase 2, 853699 APE2; metabolic process cytoplasm;extracellular;membrane;mitochondrion catalytic 1.209 1.474 1.22
mitochondrial YKL157 ;nucleus activity;metal ion
[0S=Saccharomyces cerevisiae w binding
5288c]
P00950 Phosphoglycerate mutase 1 853705 GPM1; metabolic cytoplasm;cytosol;membrane;mitochondrion catalytic activity 2.981 3.642 1.22
[OS=Saccharomyces cerevisiae YKL152C process;regulation of
5288c] biological process
P00175 Cytochrome b2, mitochondrial 854950 CYB2; metabolic cytosol;membrane;mitochondrion;nucleus catalytic 1.113 1.371 1.23
[OS=Saccharomyces cerevisiae YMLO54C process;transport activity;metal ion
$288c] binding;nucleotide
binding
P38771 Ribosome-recycling factor, 856433 RRF1; cell organization and mitochondrion RNA binding 1.254 1.581 1.26
mitochondrial YHRO38 biogenesis;metabolic
[0S=Saccharomyces cerevisiae w process
5288¢]
P21954 Isocitrate dehydrogenase 851493 IDP1; metabolic process mitochondrion catalytic 35.869 45.416 1.27
[NADP], mitochondrial YDLO66 activity;metal ion
[0S=Saccharomyces cerevisiae w binding;nucleotide
$288c] binding;protein
binding
P32340 Rotenone-insensitive NADH- 854919 NDI1; metabolic membrane;mitochondrion;organelle lumen catalytic 22.95 29.392 1.28
ubiquinone oxidoreductase, YML120C process;regulation of activity;nucleotide
mitochondrial biological process binding
[0S=Saccharomyces cerevisiae
5288¢]
P28625 Protein YIM1 855183 YIM1; metabolic cytoplasm;endoplasmic reticulum;mitochondrion catalytic 0.833 1.069 1.28
[OS=Saccharomyces cerevisiae YMR152 process;response to activity;metal ion
5288c] W stimulus binding
P40582 Glutathione S-transferase 1 854856 GTT1; metabolic process endoplasmic antioxidant 1.683 2.162 1.28
[OS=Saccharomyces cerevisiae YIR038C reticulum;membrane;mitochondrion;nucleus activity;catalytic
$288c] activity;protein
binding;RNA
binding
POCS90 Heat shock protein SSC1, 853503 SSC1; cell organization and membrane;mitochondrion;nucleus;organelle catalytic 51.75 67.129 1.30
mitochondrial YJRO45C biogenesis;metabolic lumen activity;enzyme
[OS=Saccharomyces cerevisiae process;regulation of regulator
$288c] biological process;transport activity;nucleotide
binding;protein
binding
P53969 Sorting assembly machinery 50 855705 SAMS0; cell organization and membrane;mitochondrion protein 0.374 0.487 1.30
kDa subunit YNLO26 biogenesis;transport binding;transporte
[OS=Saccharomyces cerevisiae W r activity
5288¢]
P07213 Mitochondrial import receptor 855602 TOM70; cell organization and membrane;mitochondrion protein 1.728 2.257 1.31
subunit TOM70 YNL121C biogenesis;transport binding;transporte
[0S=Saccharomyces cerevisiae r activity
5288¢]
P32611 54S ribosomal protein RML2, 856660 RML2; cell organization and mitochondrion;ribosome catalytic 0.389 0.509 1.31
mitochondrial YELO50C biogenesis;metabolic activity;RNA
[0S=Saccharomyces cerevisiae process binding;structural
5288c] molecule activity
Q01852 Mitochondrial import inner 854790 TIM44; transport membrane;mitochondrion nucleotide 4.125 5.404 1.31
membrane translocase subunit YILO22W binding;protein
TIM44 [0S=Saccharomyces binding
cerevisiae $288c]
P38988 Mitochondrial GTP/GDP carrier 851329 GGC1; cell organization and membrane;mitochondrion structural 3.642 4,78 1.31
protein 1 [0S=Saccharomyces YDL198C biogenesis;cellular molecule
cerevisiae 5288c] homeostasis;metabolic activity;transporte
process;transport r activity
P00424 Cytochrome c oxidase 855675 COX5A; metabolic membrane;mitochondrion catalytic 1.848 2.511 1.36
polypeptide 5A, mitochondrial YNLO52 process;transport activity;transporte
[OS=Saccharomyces cerevisiae W r activity
5288¢]
P54003 Protein SUR7 854953 SUR7; cell membrane;mitochondrion 0.848 1.154 1.36
[0S=Saccharomyces cerevisiae YMLO52 differentiation;transport
5288c] w
P53982 isocitrate dehydrogenase 855723 IDP3; metabolic process cytoplasm;mitochondrion catalytic 1.943 2.652 1.36
[NADP] [0S=Saccharomyces YNLO09 activity;metal ion
cerevisiae 5288c] w binding;nucleotide
binding
P41921 glutathione reductase 856014 GLR1; cellular cytoplasm;cytosol;mitochondrion;nucleus antioxidant 0.241 0.334 1.39
[0S=Saccharomyces cerevisiae YPLO91 homeostasis;metabolic activity;catalytic
5288c] w process;regulation of activity;nucleotide
biological process;response binding
to stimulus
P38969 Pentamidine resistance factor, 854440 PNT1; cell organization and membrane;mitochondrion 0.259 0.359 1.39
mitochondrial YOR266 biogenesis;response to
[0S=Saccharomyces cerevisiae w stimulus

5288c]
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P53230 Phosphatidate 852937 TAMA41; metabolic process membrane;mitochondrion;organelle lumen catalytic activity 0.292 0.407 1.39
cytidylyltransferase, YGRO46
mitochondrial w
[OS=Saccharomyces cerevisiae
5288¢c]
P38077 ATP synthase subunit gamma, 852327 ATP3; metabolic membrane;mitochondrion catalytic 11.328 15.876 1.40
mitochondrial YBRO39 process;transport activity;transporte
[OS=Saccharomyces cerevisiae w r activity
5288¢]
P47140 Altered inheritance rate of 853563 AIM25; cell organization and membrane;mitochondrion transporter 0.369 0.52 1.41
mitochondria protein 25 YJR100C biogenesis activity
[OS=Saccharomyces cerevisiae
5288¢c]
P22136 ATPase expression protein 2, 855325 AEP2; metabolic mitochondrion RNA binding 0.359 0.506 1.41
mitochondrial YMR282 process;regulation of
[0S=Saccharomyces cerevisiae C biological process
5288c]
P09624 Dihydrolipoyl dehydrogenase, 850527 LPD1; cellular mitochondrion;organelle lumen catalytic 30.623 43.367 1.42
mitochondrial YFLO18C homeostasis;metabolic activity;nucleotide
[OS=Saccharomyces cerevisiae process;regulation of binding
5288c] biological process
P16622 Ferrochelatase, mitochondrial 854347 HEM15; metabolic process membrane;mitochondrion catalytic activity 5.579 8.006 1.44
[OS=Saccharomyces cerevisiae YOR176
5288c] W
P50087 MICOS subunit MIC26 853150 MOS2; cell organization and membrane;mitochondrion 0.638 0.931 1.46
[OS=Saccharomyces cerevisiae MIC26; biogenesis
5288c] YGR235C
P25573 Mitochondrial inner membrane 850313 MGR1; metabolic process membrane;mitochondrion protein binding 0.701 1.031 1.47
i-AAA protease supercomplex YCLO44C
subunit MGR1
[0S=Saccharomyces cerevisiae
5288¢]
P08466 mitochondrial nuclease 853222 NUC1; cell death;metabolic membrane;mitochondrion;nucleus catalytic 1.336 1.976 1.48
[OS=Saccharomyces cerevisiae YJL208C process activity;metal ion
5288c] binding
P00560 Phosphoglycerate kinase 850370 PGK1; metabolic process cytoplasm;membrane;mitochondrion catalytic 2.415 3.642 1.51
[0S=Saccharomyces cerevisiae YCRO12 activity;nucleotide
$288c] \\ binding
P12695 Dihydrolipoyllysine-residue 855653 LAT1; metabolic process mitochondrion;organelle lumen catalytic activity 7.003 10.602 1.51
acetyltransferase component YNLO71
of pyruvate dehydrogenase W
complex, mitochondrial
[OS=Saccharomyces cerevisiae
5288¢]
P09457 ATP synthase subunit 5, 851892 ATP5; metabolic membrane;mitochondrion catalytic 9 13.678 1.52
mitochondrial YDR298C process;transport activity;transporte
[OS=Saccharomyces cerevisiae r activity
5288¢]
P00925 Enolase 2 [0S=Saccharomyces 856579 ENO2; metabolic cytoplasm;cytosol;membrane;mitochondrion;vacu catalytic 1.043 1.593 1.53
cerevisiae S288c] YHR174 process;regulation of ole activity;metal ion
w biological process binding;protein
binding
P23644 Mitochondrial import receptor 855243 TOM40; transport cytosol;membrane;mitochondrion protein 1.154 1.783 1.55
subunit TOM40 YMR203 binding;transporte
[0S=Saccharomyces cerevisiae w r activity
5288¢]
P19882 heat shock protein 60, 850963 HSP60; cell organization and cytoplasm;cytosol;membrane;mitochondrion;orga catalytic 23.816 36.927 1.55
mitochondrial YLR259C biogenesis;metabolic nelle lumen activity;DNA
[0S=Saccharomyces cerevisiae process;regulation of binding;nucleotide
5288c] biological process;transport binding;protein
binding
P00330 Alcohol dehydrogenase 1 854068 ADH1; metabolic process cytoplasm;membrane catalytic 3.833 5.952 1.55
[0S=Saccharomyces cerevisiae YOL086C activity;metal ion
5288c] binding
Q06510 Lysophosphatidylcholine 856262 TAZ1; cell organization and membrane;mitochondrion catalytic activity 0.194 0.304 1.57
acyltransferase YPR140 biogenesis;metabolic
[OS=Saccharomyces cerevisiae w process;transport
5288¢]
P32792 UPF0744 protein YSC83 856410 YSC83; membrane;mitochondrion 0.233 0.369 1.58
[0S=Saccharomyces cerevisiae YHRO17
5288c] w
P54783 D-arabinono-1,4-lactone 854888 ALO1; metabolic membrane;mitochondrion catalytic 3.299 5.31 1.61
oxidase [0S=Saccharomyces YMLO86C process;response to activity;nucleotide
cerevisiae S288c] stimulus binding
P14693 sorting assembly machinery 35 856483 SAM35; cell organization and membrane;mitochondrion protein binding 0.334 0.54 1.62
kDa subunit YHR083 biogenesis;transport
[0S=Saccharomyces cerevisiae w
5288c]
P22353 54S ribosomal protein L8, 853382 MRPLS; cell organization and mitochondrion;ribosome structural 0.359 0.585 1.63
mitochondrial YJLO63C biogenesis;metabolic molecule activity
[0S=Saccharomyces cerevisiae process
5288c]
P34222 Peptidyl-tRNA hydrolase 2 852223 PTH2; regulation of biological cytoplasm;cytosol;membrane;mitochondrion catalytic 0.425 0.701 1.65
[OS=Saccharomyces cerevisiae YBLO57C process activity;protein
5288c] binding
P20967 2-oxoglutarate dehydrogenase, 854681 KGD1; metabolic process cytosol;mitochondrion;organelle lumen catalytic activity 13.785 22.843 1.66
mitochondrial YIL125W

[OS=Saccharomyces cerevisiae
5288c]

93




P04840 Mitochondrial outer 855669 POR1; cell death;cell organization cytoplasm;membrane;mitochondrion transporter 15.238 25.367 1.66
membrane protein porin 1 YNLO55C and biogenesis;cellular activity
[OS=Saccharomyces cerevisiae homeostasis;regulation of
5288c] biological process;transport
P07251 ATP synthase subunit alpha, 852177 ATP1; metabolic cytosol;membrane;mitochondrion catalytic 34.938 58.948 1.69
mitochondrial YBL099 process;transport activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;transporte
5288c] r activity
P16603 NADPH--cytochrome P450 856438 NCP1; metabolic process cytoplasm;cytosol;endoplasmic catalytic 0.194 0.343 1.77
reductase [0S=Saccharomyces YHR042 reticulum;membrane;mitochondrion activity;metal ion
cerevisiae $288c] w binding;nucleotide
binding
P38169 Kynurenine 3-monooxygenase 852179 BNA4; metabolic process membrane;mitochondrion catalytic 0.269 0.487 1.81
[0S=Saccharomyces cerevisiae YBL098 activity;nucleotide
5288c] W binding
P0O0890 citrate synthase, mitochondrial 855732 CIT1; metabolic cytosol;mitochondrion;organelle lumen catalytic activity 11.798 21.758 1.84
[OS=Saccharomyces cerevisiae YNR0OO1C process;transport
5288¢]
P38626 NADH-cytochrome b5 854768 CBR1; metabolic process endoplasmic catalytic activity 0.334 0.616 1.84
reductase 1 YILO43C reticulum;membrane;mitochondrion;nucleus
[OS=Saccharomyces cerevisiae
5288¢]
P00924 Enolase 1 [0S=Saccharomyces 853169 ENO1; metabolic cytoplasm;cytosol;membrane;mitochondrion;vacu catalytic 0.711 1.326 1.86
cerevisiae S288c] YGR254 process;regulation of ole activity;metal ion
w biological process binding;protein
binding
P53206 putative cysteine synthase 852895 MCY1 metabolic process catalytic activity 0.817 1.555 1.90
[OS=Saccharomyces cerevisiae
5288¢]
Q07651 SUR7 family protein FMP45 851304 FMP45; cell differentiation;cell membrane;mitochondrion 3.125 6.017 1.93
[0S=Saccharomyces cerevisiae YDL222C organization and
5288c] biogenesis
Q12466 tricalbin-1 [0S=Saccharomyces 854253 TCB1; cell organization and endoplasmic reticulum;membrane;mitochondrion metal ion 0.191 0.369 1.93
cerevisiae $288c] YORO086C biogenesis;regulation of binding;protein
biological process binding
P32939 GTP-binding protein ypt7 855012 YPT7; cell communication;cell cytosol;endosome;membrane;mitochondrion;vacu catalytic 0.585 1.154 1.97
[OS=Saccharomyces cerevisiae YMLOO1 organization and ole activity;nucleotide
$288c] w biogenesis;metabolic binding;protein
process;regulation of binding
biological process;response
to stimulus;transport
P35180 mitochondrial import receptor 852973 TOM20; cell organization and membrane;mitochondrion protein 0.701 1.424 2.03
subunit Tom20 YGR082 biogenesis;transport binding;transporte
[0S=Saccharomyces cerevisiae w r activity
5288¢]
Q02863 ubiquitin carboxyl-terminal 856032 UBP16; metabolic process membrane;mitochondrion catalytic activity 0.072 0.15 2.08
hydrolase 16 YPLO72
[0S=Saccharomyces cerevisiae w
5288¢]
P38909 cytochrome ¢ mitochondrial 854202 CYC2; cell organization and membrane;mitochondrion catalytic activity 0.093 0.194 2.09
import factor CYC2 YOR037 biogenesis;metabolic
[OS=Saccharomyces cerevisiae W process
5288¢]
P21306 ATP synthase subunit epsilon, 855857 ATP15; metabolic membrane;mitochondrion catalytic 2.162 4.623 2.14
mitochondrial YPL271 process;transport activity;transporte
[OS=Saccharomyces cerevisiae W r activity
5288¢]
P05626 ATP synthase subunit 4, 856027 ATP4; cell organization and membrane;mitochondrion catalytic 3.642 7.799 2.14
mitochondrial YPLO78C biogenesis;metabolic activity;transporte
[OS=Saccharomyces cerevisiae process;transport r activity
5288¢]
Q04472 Mitochondrial inner membrane 855142 MGR3; metabolic process membrane;mitochondrion protein binding 0.15 0.322 2.15
i-AAA protease supercomplex YMR115
subunit MGR3 w
[OS=Saccharomyces cerevisiae
5288¢]
Q01574 acetyl-coenzyme A synthetase 851245 ACS1; cell organization and cytoplasm;cytosol;endoplasmic catalytic 0.624 1.482 2.38
1 [OS=Saccharomyces YALO54C biogenesis;metabolic reticulum;mitochondrion;nucleus activity;nucleotide
cerevisiae $288c] process binding
P40515 Mitochondria fission 1 protein 854745 FIS1; cell death;cell organization membrane;mitochondrion protein binding 0.468 1.154 2.47
[OS=Saccharomyces cerevisiae YILO65C and biogenesis;regulation
$288c] of biological process
P00358 glyceraldehyde-3-phosphate 853465 TDH2; cell death;metabolic cytoplasm;cytosol;membrane;mitochondrion;nucl catalytic 1.721 4.484 2.61
dehydrogenase 2 YJRO09C process eus activity;nucleotide
[OS=Saccharomyces cerevisiae binding;protein
$288c] binding
P04806 Hexokinase-1 850614 HXK1; cellular cytoplasm;cytosol;mitochondrion catalytic 0.269 0.743 2.76
[OS=Saccharomyces cerevisiae YFR053C homeostasis;metabolic activity;nucleotide
$288c] process;transport binding
P16547 Mitochondrial outer 854670 0M45; membrane;mitochondrion 274.42 830.76 3.03
membrane protein OM45 YIL136W 3 4
[OS=Saccharomyces cerevisiae
5288¢]
Q2Vv2P9 Uncharacterized protein 379997 COX26; membrane;mitochondrion 1.154 3.642 3.16
YDR119W-A 0 YDR119
[OS=Saccharomyces cerevisiae W-A
5288¢]
P39722 Mitochondrial Rho GTPase 1 851249 GEM1; cell organization and membrane;mitochondrion catalytic 0.059 0.189 3.20
[OS=Saccharomyces cerevisiae YALO48C biogenesis;regulation of activity;metal ion

5288¢]

biological process;response

binding;nucleotide
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to stimulus;transport

binding

P53925 Uncharacterized vacuolar 855608 YNL115C membrane;vacuole 0.072 0.233 3.24
membrane protein YNL115C ;
[OS=Saccharomyces cerevisiae YNL115C
5288¢]
P34231 Uncharacterized protein 853648 FAT3; cell organization and membrane;mitochondrion 0.093 0.304 3.27
YKL187C [OS=Saccharomyces YKL187C; biogenesis;transport
cerevisiae $288c] YKL187C
P28737 Protein MSP1 852915 MSP1; cell organization and membrane;mitochondrion;nucleus catalytic 0.122 0.413 3.39
[OS=Saccharomyces cerevisiae YGR028 biogenesis;metabolic activity;nucleotide
$288c] w process;regulation of binding;protein
biological process;response binding;RNA
to stimulus;transport binding
P25087 Sterol 24-C-methyltransferase 855003 ERG6; metabolic process endoplasmic reticulum;membrane;mitochondrion catalytic activity 0.557 1.894 3.40
[OS=Saccharomyces cerevisiae YMLO08C
5288¢]
P00331 Alcohol dehydrogenase 2 855349 ADH2; metabolic process cytoplasm catalytic 2.594 9 3.47
[OS=Saccharomyces cerevisiae YMR303 activity;metal ion
5288c] C binding
Q06405 ATP synthase subunit f, 851983 ATP17; metabolic membrane;mitochondrion catalytic 1.512 5.31 3.51
mitochondrial YDR377 process;transport activity;transporte
[OS=Saccharomyces cerevisiae W r activity
5288¢]
P30902 ATP synthase subunit d, 853853 ATP7; metabolic membrane;mitochondrion catalytic 5.105 18.307 3.59
mitochondrial YKLO16C process;transport activity;transporte
[0S=Saccharomyces cerevisiae r activity
5288c]
P00942 Triosephosphate isomerase 851620 TPI1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic activity 0.194 0.701 3.61
[OS=Saccharomyces cerevisiae YDRO50C
5288¢]
P00360 glyceraldehyde-3-phosphate 853395 TDH1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 0.823 3.062 3.72
dehydrogenase 1 YJLO52W activity;nucleotide
[OS=Saccharomyces cerevisiae binding
5288¢]
P34251 Uncharacterized 853753 YKL107 metabolic process membrane catalytic activity 0.274 1.069 3.90
oxidoreductase YKL107W W;
[0S=Saccharomyces cerevisiae YKL107
5288¢] w
P54115 Magnesium-activated aldehyde 856044 ALDS6; metabolic cytoplasm;cytosol;mitochondrion catalytic activity 0.077 0.346 4.49
dehydrogenase, cytosolic YPLO61 process;response to
[0S=Saccharomyces cerevisiae w stimulus
5288¢]
P14540 fructose-bisphosphate aldolase 853805 FBA1; metabolic process cytoplasm;cytosol;membrane;mitochondrion catalytic 0.292 1.448 4.96
[OS=Saccharomyces cerevisiae YKLO60C activity;metal ion
5288c] binding
Q03640 Tricalbin-3 [0S=Saccharomyces 854903 TCB3; cell organization and endoplasmic reticulum;membrane;mitochondrion metal ion 0.032 0.168 5.25
cerevisiae S288c] YMLO72C biogenesis;regulation of binding;protein
biological process binding
Q12230 Sphingolipid long chain base- 856103 LSP1; regulation of biological cytoplasm;membrane;mitochondrion 14.849 84.77 5.71
responsive protein LSP1 YPLOO4C process;response to
[OS=Saccharomyces cerevisiae stimulus;transport
5288¢]
P28240 isocitrate lyase 856794 ICL1; metabolic process cytoplasm;extracellular;vacuole catalytic 0.077 0.45 5.84
[0S=Saccharomyces cerevisiae YERO65C activity;metal ion
5288c] binding
Q06089 Uncharacterized mitochondrial 856213 YPR098C membrane;mitochondrion 0.778 4.623 5.94
outer membrane protein ;
YPR098C [OS=Saccharomyces YPR098C
cerevisiae 5288c]
Q02981 ABC1 family protein YPL109C, 855995 YPL109C; mitochondrion 0.059 0.413 7.00
mitochondrial YPL109C
[OS=Saccharomyces cerevisiae
5288¢]
P10963 phosphoenolpyruvate 853972 PCK1; metabolic process cytosol catalytic 0.166 1.326 7.99
carboxykinase [ATP] YKR097 activity;nucleotide
[OS=Saccharomyces cerevisiae W binding;protein
$288c] binding
P38825 Protein TOM71 856517 TOM71; transport membrane;mitochondrion protein 0.061 0.805 13.2
[0S=Saccharomyces cerevisiae YHR117 binding;transporte 0
5288c] W r activity
P39518 Long-chain-fatty-acid--CoA 856734 FAA2; metabolic cytoplasm;mitochondrion catalytic 0.055 0.802 145
ligase 2 [0S=Saccharomyces YERO15 process;transport activity;nucleotide 8
cerevisiae $288c] W binding
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Supplemental Table S5. The relative concentrations of proteins in mitochondria purified from
WT or upsiA cells cultured without LCA. Mitochondria were purified from WT or upsi4 cells
recovered on day 4 of cell culturing without LCA. Mass spectrometry-based identification and
quantitation of proteins recovered in purified mitochondria were performed as described in Materials
and methods. The exponentially modified protein abundance index (emPAl) provided by the "Proteome
Discoverer” software was used to calculate the relative abundance of mitochondrial proteins between
specified datasets. Data on the relative concentrations of mitochondrial proteins are presented as means
of 2 independent experiments.

Accession Description Entre Gene Biological Process Cellular Component Molecular emP emP Rati
z ID Function Al Al o
Gene WT ups1 ups1
D /
WT
Q12165 ATP synthase subunit delta, 8515 ATP16 metabolic process; transport membrane; mitochondrion catalytic activity; 4.623 0.334 0.07
mitochondrial 60 transporter
activity
P37267 Assembly factor cbp4 CBP4 cell organization and biogenesis membrane;mitochondrion 7.111 0.52 0.07
[OS=Saccharomyces cerevisiae
5288¢]
P81449 ATP synthase subunit e, 8519 TIM11; cell organization and membrane;mitochondrion catalytic 9 0.778 0.09
mitochondrial [0S=Saccharomyces 22 YDR32 biogenesis;metabolic activity;structural
cerevisiae $288c] 2C-A process;transport molecule
activity;transporte
r activity
P19955 37S ribosomal protein YMR-31, 8506 YMR31 cell organization and mitochondrion;ribosome catalytic 26.82 2.594 0.10
mitochondrial [0S=Saccharomyces 10 B biogenesis;metabolic process activity;protein 6
cerevisiae 5288c] YFR049 binding;structural
W molecule activity
P00128 Cytochrome b-c1 complex subunit 7 8521 QCR7; cell organization and membrane;mitochondrion catalytic 34.93 3.642 0.10
[0S=Saccharomyces cerevisiae 42 YDR52 biogenesis;metabolic activity;transporte 8
5288c] 9C process;transport r activity
P53170 [Pyruvate dehydrogenase (acetyl- 8528 PKP2; metabolic process;regulation of mitochondrion;organelle lumen catalytic 0.778 0.086 0.11
transferring)] kinase 2, 21 YGLO59 biological process activity;nucleotide
mitochondrial [0S=Saccharomyces W binding;protein
cerevisiae $288c] binding
P32799 Cytochrome c oxidase subunit 6A, 8526 COX13; cell organization and membrane;mitochondrion catalytic 18.95 2.162 0.11
mitochondrial [0S=Saccharomyces 84 YGL191 biogenesis;metabolic activity;enzyme 3
cerevisiae 5288c] W process;regulation of biological regulator
process;transport activity;transporte
r activity
P36141 Putative redox protein fmp46, 8539 FMP46; metabolic process mitochondrion catalytic 4.337 0.52 0.12
mitochondrial [0S=Saccharomyces 23 YKRO49 activity;protein
cerevisiae 5288c] C binding
P53219 Abhydrolase domain-containing 8529 IM032; metabolic process;transport mitochondrion catalytic activity 0.931 0.116 0.12
protein IMO32 [0S=Saccharomyces 19 YGRO3
cerevisiae $288c] 1w
P47140 Altered inheritance rate of 8535 AIM25; cell organization and biogenesis membrane;mitochondrion transporter 0.874 0.11 0.13
mitochondria protein 25 63 YJR100 activity
[0S=Saccharomyces cerevisiae C
5288¢]
P17695 Glutaredoxin-2, mitochondrial 8521 GRX2; cellular homeostasis;metabolic cytoplasm;cytosol;mitochondrion;nucleu antioxidant 1.848 0.233 0.13
[OS=Saccharomyces cerevisiae 24 YDR51 process;regulation of biological s activity;catalytic
5288c] 3w process;response to activity
stimulus;transport
Q04472 Mitochondrial inner membrane i- 8551 MGR3; metabolic process membrane;mitochondrion protein binding 0.52 0.072 0.14
AAA protease supercomplex 42 YMR11
subunit MGR3 [0S=Saccharomyces 5w
cerevisiae 5288c]
Q96VHS5 MICOS complex subunit Mic10 8503 MOS1; cell organization and biogenesis membrane;mitochondrion 6.197 0.931 0.15
[0S=Saccharomyces cerevisiae 00 MIC10;
5288c] YCLO57
C-A
P53736 Uncharacterized protein YNRO4OW 8557 YNRO4 mitochondrion 0.73 0.116 0.16
[0S=Saccharomyces cerevisiae 76 ow;
5288c] YNRO4
ow
P00427 Cytochrome c oxidase subunit 6, 8564 COX6; metabolic process;transport membrane;mitochondrion catalytic 7.254 1.154 0.16
mitochondrial [0S=Saccharomyces 48 YHRO5 activity;metal ion
cerevisiae 5288c] 1w binding;transporte
r activity
P02381 Ribosomal protein VAR1, 8545 VAR1; cell organization and mitochondrion;ribosome structural 0.688 0.11 0.16
mitochondrial [0S=Saccharomyces 86 Q0140 biogenesis;metabolic process molecule activity
cerevisiae 5288c]
P53723 UPF0674 endoplasmic reticulum 8557 YNRO2 endoplasmic reticulum;membrane metal ion binding 0.65 0.105 0.16
membrane protein YNRO21W 55 1w;
[OS=Saccharomyces cerevisiae YNRO2
5288c] 1w
P38341 MICOS complex subunit MIC12 8525 AIMS; cell organization and biogenesis membrane;mitochondrion 1.783 0.292 0.16
[OS=Saccharomyces cerevisiae 66 MIC12;
$288c] YBR262
C
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Q12032 Altered inheritance of mitochondria 8543 AlM41; mitochondrion catalytic activity 2.831 0.468 0.17
protein 41, mitochondrial 90 YOR21
[0S=Saccharomyces cerevisiae 5C
5288¢]
P00045 Cytochrome c iso-2 8566 CYC7; metabolic process;transport mitochondrion metal ion binding 1.512 0.259 0.17
[0S=Saccharomyces cerevisiae 72 YELO39
5288¢] C
P00447 Superoxide dismutase [Mn], 8563 SOD2; metabolic process;response to mitochondrion;organelle lumen antioxidant 6.017 1.031 0.17
mitochondrial [0S=Saccharomyces 99 YHROO stimulus activity;catalytic
cerevisiae $288c] 8C activity;metal ion
binding
P40452 Cytochrome c oxidase assembly 8546 COAL; cell organization and biogenesis membrane;mitochondrion protein binding 1.31 0.233 0.18
factor 1 [0S=Saccharomyces 49 YIL157
cerevisiae $288c] C
P23369 54S ribosomal protein L25, 8529 MRPL2 cell organization and mitochondrion;ribosome structural 1.31 0.233 0.18
mitochondrial [0S=Saccharomyces 67 5; biogenesis;metabolic process molecule activity
cerevisiae $288c] YGRO7
6C
P32266 Dynamin-like GTPase MGM1, 8543 MGM1; cell organization and biogenesis membrane;mitochondrion catalytic 0.448 0.086 0.19
mitochondrial [0S=Saccharomyces 86 YOR21 activity;nucleotide
cerevisiae 5288c] 1Cc binding;protein
binding
P22353 54S ribosomal protein L8, 8533 MRPLS; cell organization and mitochondrion;ribosome structural 0.848 0.166 0.20
mitochondrial [0S=Saccharomyces 82 YJLO63 biogenesis;metabolic process molecule activity
cerevisiae $288c] C
P08525 Cytochrome b-c1 complex subunit 8 8532 QCRS; metabolic process;transport membrane;mitochondrion catalytic 2.981 0.585 0.20
[OS=Saccharomyces cerevisiae 73 YIL166 activity;transporte
5288c] W r activity
P23833 Protein SCO1, mitochondrial 8523 SCO1; cell organization and membrane;mitochondrion antioxidant 1.448 0.292 0.20
[0S=Saccharomyces cerevisiae 25 YBRO37 biogenesis;cellular activity;catalytic
$288c] C homeostasis;response to activity;metal ion
stimulus;transport binding
P40086 Cytochrome c oxidase assembly 8568 COX15; cell organization and membrane;mitochondrion catalytic 2.594 0.532 0.21
protein cox15 [0S=Saccharomyces 84 YER141 biogenesis;metabolic activity;transporte
cerevisiae S288c] W process;transport r activity
P25372 Thioredoxin-3, mitochondrial 8504 TRX3; cellular homeostasis;metabolic cytoplasm;mitochondrion catalytic activity 2.511 0.52 0.21
[0S=Saccharomyces cerevisiae a4 YCRO83 process;regulation of biological
$288c] w process;response to
stimulus;transport
P28239 Inorganic pyrophosphatase, 8553 PPA2; metabolic process cytoplasm;mitochondrion catalytic 0.585 0.122 0.21
mitochondrial [0S=Saccharomyces 09 YMR26 activity;metal ion
cerevisiae $288c] 7W binding
P18496 Mitochondrial ATPase complex 8511 ATP10; cell organization and biogenesis cytoplasm;membrane;mitochondrion protein binding 1.239 0.259 0.21
subunit ATP10 [0S=Saccharomyces 09 YLR393
cerevisiae $288c] W
P36528 54S ribosomal protein L17, 8554 MRPL1 cell organization and mitochondrion;ribosome structural 0.52 0.11 0.21
mitochondrial [0S=Saccharomyces 69 7; biogenesis;metabolic process molecule activity
cerevisiae $S288c] YNL252
C
P47039 Probable kynurenine--oxoglutarate 8533 BNA3; metabolic process;regulation of cytoplasm;mitochondrion catalytic activity 0.468 0.101 0.22
transaminase BNA3 86 YJLO60 biological process
[0S=Saccharomyces cerevisiae W
5288¢]
P40165 NAD(P)H-hydrate epimerase 8555 NNR1; metabolic process cytoplasm;mitochondrion catalytic 2.162 0.468 0.22
[OS=Saccharomyces cerevisiae 21 YNL200 activity;metal ion
$288c] C binding;nucleotide
binding
P53305 Mitochondrial 37S ribosomal 8531 RSM27 cell organization and mitochondrion;ribosome structural 2.162 0.468 0.22
protein S27 [0S=Saccharomyces 29 B biogenesis;metabolic process molecule activity
cerevisiae 5288c] YGR21
5W
P02992 elongation factor Tu, mitochondrial 8543 TUF1; cell organization and mitochondrion catalytic 30.62 6.667 0.22
[0S=Saccharomyces cerevisiae 59 YOR18 biogenesis;metabolic process activity;nucleotide 3
5288¢] W binding;RNA
binding
P11325 Leucine--tRNA ligase, mitochondrial 8510 NAM2; cell organization and cytosol;mitochondrion;organelle lumen catalytic 0.353 0.078 0.22
[0S=Saccharomyces cerevisiae 98 YLR382 biogenesis;metabolic activity;nucleotide
$288c] C process;regulation of biological binding;RNA
process binding
P25039 Elongation factor G, mitochondrial 8507 MEF1; cell organization and cytosol;mitochondrion catalytic 0.931 0.207 0.22
[0S=Saccharomyces cerevisiae 58 YLR069 biogenesis;metabolic process activity;nucleotide
$288c] C binding;RNA
binding
P40098 uncharacterized mitochondrial 8569 FMP10; membrane;mitochondrion 5.952 1.336 0.22
membrane protein FMP10 31 YER182
[0S=Saccharomyces cerevisiae w
5288¢]
P36066 Protein MRG3-like 8537 YKL133 metabolic process membrane;mitochondrion protein binding 1.054 0.241 0.23
[OS=Saccharomyces cerevisiae 25 G
$288c] YKL133
C
P12687 54S ribosomal protein L2, 8557 MRP7; cell organization and mitochondrion;ribosome catalytic 1.565 0.369 0.24
mitochondrial [0S=Saccharomyces 27 YNLOOS biogenesis;metabolic process activity;RNA
cerevisiae 5288c] C binding;structural
molecule activity
P39525 3-oxoacyl-[acyl-carrier-protein] 8567 CEMZ; metabolic process mitochondrion catalytic activity 2.899 0.688 0.24
synthase homolog 90 YERO61
[OS=Saccharomyces cerevisiae C

5288c]
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Q05892 MIOREX complex component 2 8509 YLR290 metabolic process mitochondrion catalytic activity 3.217 0.778 0.24
[0S=Saccharomyces cerevisiae 97 G
5288¢] coQil
YLR290
C
P46998 mitochondrial membrane protein 8532 FMP33; membrane;mitochondrion 1.371 0.334 0.24
FMP33 [OS=Saccharomyces 79 YiL161
cerevisiae 5288c] W
P50088 Stationary phase gene 1 protein 8531 SPG1; endoplasmic reticulum;membrane;mitochondrion 629.9 157.4 0.25
[0S=Saccharomyces cerevisiae 51 YGR23 57 89
5288¢] 6C
P48569 Uncharacterized protein YDL183C 8513 YDL183 transport 1.069 0.274 0.26
[0S=Saccharomyces cerevisiae 45 G
5288c] YDL183
C
P19516 Cytochrome c oxidase assembly 8559 COX11; cell organization and membrane;mitochondrion;ribosome metal ion binding 1.069 0.274 0.26
protein COX11, mitochondrial 71 YPL132 biogenesis;metabolic process
[0S=Saccharomyces cerevisiae w
5288¢]
P38885 Altered inheritance of mitochondria 8566 AIM46; mitochondrion catalytic activity 2.728 0.73 0.27
protein 46, mitochondrial 06 YHR19
[0S=Saccharomyces cerevisiae 9C
5288c]
P38175 37S ribosomal protein MRP21, 8521 MRP21 cell organization and mitochondrion;ribosome structural 0.701 0.194 0.28
mitochondrial [0S=Saccharomyces 88 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YBL0O90
W
P53230 Phosphatidate cytidylyltransferase, 8529 TAMA41 metabolic process membrane;mitochondrion;organelle catalytic activity 0.668 0.186 0.28
mitochondrial [0S=Saccharomyces 37 ; lumen
cerevisiae $288c] YGRO4
6W
P14693 sorting assembly machinery 35 kDa 8564 SAM35 cell organization and membrane;mitochondrion protein binding 0.54 0.155 0.29
subunit [0S=Saccharomyces 83 ; biogenesis;transport
cerevisiae $288c] YHRO8
3W
P48527 Tyrosine--tRNA ligase, 8560 MSY1; metabolic process cytoplasm;cytosol;mitochondrion;organe catalytic 0.52 0.15 0.29
mitochondrial [0S=Saccharomyces 07 YPLO97 lle lumen activity;nucleotide
cerevisiae 5288c] w binding;RNA
binding
P25605 Acetolactate synthase small 8503 ILV6; metabolic process;regulation of mitochondrion catalytic 6.848 1.976 0.29
subunit, mitochondrial 48 YCLO09 biological process activity;enzyme
[OS=Saccharomyces cerevisiae C regulator activity
5288¢]
P38323 ATP-dependent clpX-like 8525 MCX1; metabolic process membrane;mitochondrion;organelle catalytic 0.501 0.145 0.29
chaperone, mitochondrial 28 YBR227 lumen activity;nucleotide
[OS=Saccharomyces cerevisiae C binding
5288¢]
P53081 NGG1-interacting factor 3 8526 NIF3; cytoplasm;mitochondrion 0.501 0.145 0.29
[OS=Saccharomyces cerevisiae 51 YGL221
5288c] C
P32332 Mitochondrial oxaloacetate 8537 OAC1; metabolic process;transport membrane;mitochondrion structural 4.995 1.448 0.29
transport protein 39 YKL120 molecule
[0S=Saccharomyces cerevisiae w activity;transporte
5288c] r activity
P53311 Mitochondrial pyruvate carrier 3 8531 FMP43; transport membrane;mitochondrion transporter 1.61 0.468 0.29
[OS=Saccharomyces cerevisiae 58 MPC3; activity
$288c] YGR24
3w
Q07500 External NADH-ubiquinone 8514 NDE2; metabolic process mitochondrion catalytic 13.67 4.012 0.29
oxidoreductase 2, mitochondrial 74 YDLO85 activity;nucleotide 8
[0S=Saccharomyces cerevisiae W binding
5288¢]
P38122 3-methyl-2-oxobutanoate 8524 ECM31 metabolic process mitochondrion catalytic activity 0.413 0.122 0.30
hydroxymethyltransferase 74 ;
[OS=Saccharomyces cerevisiae YBR176
5288c] w
P54857 lipase 2 [OS=Saccharomyces 8516 TGL2; metabolic process;transport mitochondrion catalytic activity 0.369 0.11 0.30
cerevisiae 5288c] 28 YDRO5
8C
Q01217 Protein ARG5,6, mitochondrial 8568 ARGS5,6 metabolic process;regulation of cytoplasm;mitochondrion;organelle catalytic 0.286 0.087 0.30
[OS=Saccharomyces cerevisiae 00 B biological process lumen activity;nucleotide
5288c] YERO69 binding;protein
W binding
Q03246 37S ribosomal protein S17, 8552 MRPS1 cell differentiation;cell organization mitochondrion;ribosome RNA 1.276 0.389 0.30
mitochondrial [0S=Saccharomyces 26 7; and biogenesis;metabolic process binding;structural
cerevisiae $288c] YMR18 molecule activity
8C
P22354 54S ribosomal protein L20, 8539 MRPL2 cell organization and mitochondrion;ribosome structural 1.276 0.389 0.30
mitochondrial [0S=Saccharomyces 60 0; biogenesis;metabolic process molecule activity
cerevisiae $288c] YKRO85
C
P38969 Pentamidine resistance factor, 8544 PNT1; cell organization and membrane;mitochondrion 0.848 0.259 0.31
mitochondrial [0S=Saccharomyces 40 YOR26 biogenesis;response to stimulus
cerevisiae $288c] 6W
P15424 ATP-dependent RNA helicase 8517 MSS11 metabolic process;regulation of mitochondrion;organelle lumen catalytic 1.644 0.506 0.31
MSS116, mitochondrial 75 6; biological process activity;nucleotide
[0S=Saccharomyces cerevisiae YDR19 binding;RNA
5288c] 4C binding
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P54115 Magnesium-activated aldehyde 8560 ALD6; metabolic process;response to cytoplasm;cytosol;mitochondrion catalytic activity 0.25 0.077 0.31
dehydrogenase, cytosolic 44 YPLO61 stimulus
[0S=Saccharomyces cerevisiae w
5288¢]
P39677 Ribosome-releasing factor 2, 8533 MEF2; cell organization and cytosol;mitochondrion catalytic 0.179 0.056 0.31
mitochondrial [0S=Saccharomyces 42 YJL102 biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] w binding;RNA
binding
P40513 Mitochondrial acidic protein 8547 MAM3 metabolic process;regulation of mitochondrion;organelle lumen translation 3.642 1.154 0.32
MAM33 [0S=Saccharomyces 40 3; biological process regulator activity
cerevisiae $288c] YILO70
C
P32445 Single-stranded DNA-binding 8503 RIM1; cell organization and mitochondrion DNA binding 3.642 1.154 0.32
protein RIM1, mitochondrial 95 YCRO28 biogenesis;metabolic
[0S=Saccharomyces cerevisiae C-A process;regulation of biological
5288c] process
P81451 ATP synthase subunit K, 8540 ATP19; cell organization and membrane;mitochondrion catalytic 3.642 1.154 0.32
mitochondrial [0S=Saccharomyces 77 YOLO77 biogenesis;metabolic activity;transporte
cerevisiae 5288c] W-A process;transport r activity
P40008 Protein FMP52, mitochondrial 8567 FMP52; endoplasmic catalytic activity 3.217 1.054 0.33
[0S=Saccharomyces cerevisiae 21 YEROO4 reticulum;membrane;mitochondrion
5288¢] w
P33310 ATP-dependent permease MDL1, 8508 MDL1; transport membrane;mitochondrion catalytic 0.833 0.274 0.33
mitochondrial [0S=Saccharomyces 85 YLR188 activity;nucleotide
cerevisiae $288c] w binding;transporte
r activity
P40471 NADPH-dependent 1- 8546 AYR1; metabolic process cytoplasm;endoplasmic catalytic activity 1.239 0.413 0.33
acyldihydroxyacetone phosphate 82 YiL124 reticulum;membrane;mitochondrion
reductase [0S=Saccharomyces w
cerevisiae 5288c]
P12686 37S ribosomal protein MRP13, 8529 MRP13 cell organization and mitochondrion;ribosome structural 1.239 0.413 0.33
mitochondrial [0S=Saccharomyces 75 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YGRO8
4C
P32898 Mitochondrial presequence 8520 CYM1; metabolic process mitochondrion catalytic 1.349 0.45 0.33
protease [0S=Saccharomyces 41 YDR43 activity;metal ion
cerevisiae S288c] 0C binding
P10662 37S ribosomal protein MRP1, 8519 MRP1; cell organization and mitochondrion;ribosome antioxidant 2.981 0.995 0.33
mitochondrial [0S=Saccharomyces 48 YDR34 biogenesis;metabolic activity;catalytic
cerevisiae $288c] 7w process;response to stimulus activity;metal ion
binding;structural
molecule activity
P36163 mitochondrial 8539 OMA1; metabolic process membrane;mitochondrion catalytic 0.73 0.245 0.34
metalloendopeptidase OMA1 62 YKRO87 activity;metal ion
[OS=Saccharomyces cerevisiae C binding
5288¢]
P38797 Protein phosphatase 2C homolog 7, 8564 PTC7; metabolic process mitochondrion catalytic 0.688 0.233 0.34
mitochondrial [0S=Saccharomyces 75 YHRO7 activity;metal ion
cerevisiae $288c] 6W binding;protein
binding
P53326 Uncharacterized protein YGR266W 8531 YGR26 membrane;mitochondrion 1.081 0.369 0.34
[0S=Saccharomyces cerevisiae 82 6W;
5288c] YGR26
6W
P00410 Cytochrome c oxidase subunit 2 8546 COX2; metabolic process;transport membrane;mitochondrion catalytic 4.623 1.61 0.35
[0S=Saccharomyces cerevisiae 22 Q0250 activity;metal ion
$288c] binding;protein
binding;transporte
r activity
P28817 3-hydroxyisobutyryl-CoA hydrolase, 8516 EHD3; metabolic process mitochondrion catalytic activity 1.395 0.487 0.35
mitochondrial [0S=Saccharomyces 06 YDRO3
cerevisiae 5288c] 6C
P32860 NifU-like protein, mitochondrial 8538 NFU1; cell organization and mitochondrion;organelle lumen metal ion binding 3.87 1.371 0.35
[OS=Saccharomyces cerevisiae 26 YKLO40 biogenesis;cellular
5288c] C homeostasis;metabolic process
P18900 hexaprenyl pyrophosphate 8522 coaQi; metabolic process membrane;mitochondrion catalytic 0.468 0.166 0.35
synthase, mitochondrial 88 YBR003 activity;metal ion
[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding
P21306 ATP synthase subunit epsilon, 8558 ATP15; metabolic process;transport membrane;mitochondrion catalytic 2.162 0.778 0.36
mitochondrial [0S=Saccharomyces 57 YPL271 activity;transporte
cerevisiae $288c] W r activity
P39006 Phosphatidylserine decarboxylase 8555 PSD1; metabolic process;regulation of membrane;mitochondrion catalytic activity 0.743 0.269 0.36
proenzyme 1, mitochondrial 52 YNL169 biological process
[0S=Saccharomyces cerevisiae C
5288¢]
P36516 54S ribosomal protein L3, 8550 MRPL3; cell organization and mitochondrion;nucleus;ribosome catalytic 0.743 0.269 0.36
mitochondrial [0S=Saccharomyces 39 YMRO02 biogenesis;metabolic activity;RNA
cerevisiae $288c] A process;response to stimulus binding;structural
molecule activity
P08067 cytochrome b-c1 complex subunit 8566 RIP1; metabolic process;transport membrane;mitochondrion catalytic 55.23 20.54 0.37
Rieske, mitochondrial 89 YEL024 activity;metal ion 4 4
[OS=Saccharomyces cerevisiae w binding;transporte
5288c] r activity
P46681 D-lactate dehydrogenase 8513 DLD2; metabolic process mitochondrion;organelle lumen catalytic 1.829 0.682 0.37
[cytochrome] 2, mitochondrial 76 YDL178 activity;nucleotide
[OS=Saccharomyces cerevisiae w binding;protein
5288c] binding
Q02784 Monothiol glutaredoxin-5, 8560 GRX5; cell organization and mitochondrion;organelle lumen catalytic 1.783 0.668 0.37
mitochondrial [0S=Saccharomyces 48 YPLO59 biogenesis;cellular activity;metal ion
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cerevisiae 5288c] w homeostasis;metabolic binding
process;regulation of biological
process;response to stimulus
P53732 37S ribosomal protein S12, 8557 MRPS1 cell organization and mitochondrion;ribosome structural 1.783 0.668 0.37
mitochondrial [0S=Saccharomyces 72 2; biogenesis;metabolic process molecule activity
cerevisiae $288c] YNRO3
6C
Q12298 uncharacterized ABC transporter 8516 YDRO6 mitochondrion catalytic 0.512 0.194 0.38
ATP-binding protein YDRO61W 33 1w; activity;nucleotide
[0S=Saccharomyces cerevisiae YDRO6 binding
5288¢] 1w
Q03798 Altered inheritance of mitochondria 8551 AIM36; membrane;mitochondrion 1.637 0.624 0.38
protein 36, mitochondrial 89 YMR15
[0S=Saccharomyces cerevisiae 7C
5288¢]
Q04458 Fatty aldehyde dehydrogenase 8551 HFD1; metabolic process endoplasmic catalytic activity 4.055 1.555 0.38
HFD1 [0S=Saccharomyces 37 YMR11 reticulum;endosome;membrane;mitocho
cerevisiae 5288c] 0C ndrion
P53140 Protein RMD9, mitochondrial 8527 RMDSY; cell differentiation;metabolic membrane;mitochondrion RNA binding 1.512 0.585 0.39
[0S=Saccharomyces cerevisiae 71 YGL107 process;regulation of biological
5288c] C process
P40364 Mitochondrial peculiar membrane 8533 MPM1; membrane;mitochondrion 1.512 0.585 0.39
protein 1 [0S=Saccharomyces 79 YILO66
cerevisiae S288c] C
P40502 Altered inheritance of mitochondria 8547 AIM19; membrane;mitochondrion 1.512 0.585 0.39
protein 19, mitochondrial 22 YILO87
[OS=Saccharomyces cerevisiae C
5288¢]
P00830 ATP synthase subunit beta, 8535 ATP2; metabolic process;transport cytosol;membrane;mitochondrion catalytic 78.43 30.62 0.39
mitochondrial [0S=Saccharomyces 85 YJR121 activity;nucleotide 3 3
cerevisiae $288c] w binding;protein
binding;transporte
r activity
P21560 Protein CBP3, mitochondrial 8558 CBP3; cell organization and membrane;mitochondrion;ribosome 1.424 0.557 0.39
[OS=Saccharomyces cerevisiae 86 YPL215 biogenesis;regulation of biological
5288c] W process
P32904 54S ribosomal protein L6, 8565 MRPL6; cell organization and mitochondrion;ribosome RNA 1.371 0.54 0.39
mitochondrial [0S=Saccharomyces 52 YHR14 biogenesis;metabolic process binding;structural
cerevisiae 5288c] 7C molecule activity
P36775 Lon protease homolog, 8522 PIM1; cell organization and cytoplasm;mitochondrion;organelle catalytic 1.362 0.537 0.39
mitochondrial [0S=Saccharomyces 59 YBLO22 biogenesis;metabolic lumen activity;DNA
cerevisiae $S288c] C process;regulation of biological binding;nucleotide
process;response to stimulus binding;RNA
binding
Q06892 NADH kinase POS5, mitochondrial 8559 POSS5; metabolic process;response to mitochondrion;organelle lumen catalytic 1.31 0.52 0.40
[OS=Saccharomyces cerevisiae 13 YPL188 stimulus activity;nucleotide
$5288c] W binding
P53163 54S ribosomal protein L12, 8528 MNP1; cell organization and mitochondrion;ribosome RNA 1.31 0.52 0.40
mitochondrial [0S=Saccharomyces 11 YGLO68 biogenesis;metabolic process binding;structural
cerevisiae 5288c] W molecule activity
P00175 Cytochrome b2, mitochondrial 8549 CYB2; metabolic process;transport cytosol;membrane;mitochondrion;nucle catalytic 1.239 0.496 0.40
[0S=Saccharomyces cerevisiae 50 YMLO5S us activity;metal ion
$288c] 4ac binding;nucleotide
binding
P07253 cytochrome B pre-mRNA- 8524 CBP6; cell organization and mitochondrion;ribosome 4.179 1.683 0.40
processing protein 6 17 YBR120 biogenesis;metabolic
[OS=Saccharomyces cerevisiae C process;regulation of biological
$5288c] process
Q02486 ARS-binding factor 2, mitochondrial 8550 ABF2; cell organization and chromosome;mitochondrion;nucleus DNA binding 69.17 27.94 0.40
[0S=Saccharomyces cerevisiae 94 YMRO7 biogenesis;metabolic 3
$288c] 2wW process;regulation of biological
process
P40961 prohibitin-1 [0S=Saccharomyces 8530 PHB1; cell organization and membrane;mitochondrion protein binding 6.848 2.793 0.41
cerevisiae $288c] 33 YGR13 biogenesis;metabolic
2C process;regulation of biological
process
Q04599 54S ribosomal protein L1, 8516 MRPL1; cell organization and mitochondrion;ribosome RNA 1.069 0.438 0.41
mitochondrial [0S=Saccharomyces 94 YDR11 biogenesis;metabolic process binding;structural
cerevisiae 5288c] 6C molecule activity
P00927 Threonine dehydratase, 8568 ILV1; metabolic process cytoplasm;mitochondrion catalytic activity 3.125 1.285 0.41
mitochondrial [0S=Saccharomyces 19 YER086
cerevisiae $288c] W
P07246 Alcohol dehydrogenase 3, 8551 ADH3; metabolic process mitochondrion;organelle lumen catalytic 10.15 4.179 0.41
mitochondrial [0S=Saccharomyces 07 YMRO8 activity;metal ion 9
cerevisiae $288c] 3W binding
Q06678 54S ribosomal protein L35, 8519 MRPL3 cell organization and mitochondrion;ribosome structural 1.031 0.425 0.41
mitochondrial [0S=Saccharomyces 21 5; biogenesis;metabolic process molecule activity
cerevisiae 5288c] YDR32
2W
P35180 mitochondrial import receptor 8529 TOM20 cell organization and membrane;mitochondrion protein 1.031 0.425 0.41
subunit Tom20 [0S=Saccharomyces 73 ; biogenesis;transport binding;transporte
cerevisiae 5288c] YGRO8 r activity
2W
P43617 Uncharacterized mitochondrial 8506 YFR045 metabolic process;transport membrane;mitochondrion structural 0.995 0.413 0.42
carrier YFRO45W 06 W; molecule
[0S=Saccharomyces cerevisiae YFRO45 activity;transporte
5288c] W r activity
P04037 cytochrome c oxidase subunit 4, 8526 COX4; cell organization and membrane;mitochondrion catalytic 42.28 17.73 0.42
mitochondrial [0S=Saccharomyces 88 YGL187 biogenesis;metabolic activity;metal ion 8 8
cerevisiae $288c] C process;transport binding;transporte
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r activity

P33416 Heat shock protein 78, 8518 HSP78; cell organization and mitochondrion;organelle lumen catalytic 7.929 3.359 0.42
mitochondrial [0S=Saccharomyces 45 YDR25 biogenesis;metabolic activity;nucleotide
cerevisiae $288c] 8C process;regulation of biological binding;protein
process;response to stimulus binding
Q08968 UPF0061 protein FMP40 8558 FMP40; mitochondrion protein binding 2.162 0.917 0.42
[0S=Saccharomyces cerevisiae 79 YPL222
5288¢] w
P25573 Mitochondrial inner membrane i- 8503 MGR1; metabolic process membrane;mitochondrion protein binding 1.649 0.701 0.43
AAA protease supercomplex 13 YCLO44
subunit MGR1 [OS=Saccharomyces C
cerevisiae $288c]
P40053 Altered inheritance of mitochondria 8568 AIM9; mitochondrion 4.555 1.938 0.43
protein 9, mitochondrial 13 YERO80
[0S=Saccharomyces cerevisiae w
5288¢]
Q06236 Mitochondrial inner membrane 8508 SHH4, metabolic process membrane;mitochondrion catalytic 3.217 1.371 0.43
protein SHH4 [OS=Saccharomyces 61 YLR164 activity;metal ion
cerevisiae $288c] W binding
P36101 tRNA threonylcarbamoyladenosine 8538 TCD2; metabolic process cytosol;membrane;mitochondrion catalytic 0.778 0.334 0.43
dehydratase 2 [0S=Saccharomyces 41 YKLO27 activity;nucleotide
cerevisiae $288c] w; binding
YKLO27
W
P32843 Mitochondrial escape protein 2 8553 YME2; cell organization and membrane;mitochondrion nucleotide 5.158 2.227 0.43
[OS=Saccharomyces cerevisiae 48 YMR30 biogenesis;metabolic process binding;RNA
5288c] 2C binding
P53220 Mitochondrial import inner 8529 TIM21; cell organization and membrane;mitochondrion protein binding 0.719 0.311 0.43
membrane translocase subunit 21 YGRO3 biogenesis;transport
TIM21 [OS=Saccharomyces 3C
cerevisiae 5288c]
P07256 Cytochrome b-c1 complex subunit 8522 COR1; metabolic process;transport membrane;mitochondrion catalytic 18.78 8.183 0.44
1, mitochondrial 35 YBLO45 activity;metal ion 3
[OS=Saccharomyces cerevisiae C binding;protein
5288c] binding;transporte
r activity
P40159 Uncharacterized protein YNL208W 8555 YNL208 membrane;mitochondrion;ribosome 0.668 0.292 0.44
[0S=Saccharomyces cerevisiae 13 w;
5288c] YNL208
W
P40012 protoporphyrinogen oxidase 8567 HEM14 metabolic process membrane;mitochondrion catalytic activity 2.162 0.947 0.44
[0S=Saccharomyces cerevisiae 33 ;
5288c] YERO14
W
P40581 peroxiredoxin HYR1 8548 HYR1; metabolic process;response to cytoplasm;cytosol;mitochondrion;organe antioxidant 0.585 0.259 0.44
[OS=Saccharomyces cerevisiae 55 YIR037 stimulus lle lumen activity;catalytic
5288c] W activity
P40530 [Pyruvate dehydrogenase (acetyl- 8547 PKP1; metabolic process mitochondrion;organelle lumen catalytic 0.551 0.245 0.44
transferring)] kinase 1, 69 YILO42 activity;nucleotide
mitochondrial [0S=Saccharomyces C binding;protein
cerevisiae 5288c] binding
P36520 54S ribosomal protein L10, 8554 MRPL1 cell organization and mitochondrion;ribosome structural 0.551 0.245 0.44
mitochondrial [0S=Saccharomyces 36 0; biogenesis;metabolic process molecule activity
cerevisiae $288c] YNL284
C
P38152 Tricarboxylate transport protein 8525 CTP1; metabolic process;transport membrane;mitochondrion structural 0.551 0.245 0.44
[0S=Saccharomyces cerevisiae 94 YBR291 molecule
$288c] C activity;transporte
r activity
P39522 Dihydroxy-acid dehydratase, 8534 ILV3; metabolic process mitochondrion catalytic 29.53 13.17 0.45
mitochondrial [0S=Saccharomyces 73 YJRO16 activity;metal ion 9 5
cerevisiae $288c] C binding
P10507 mitochondrial-processing peptidase 8508 MAS1; metabolic process;transport mitochondrion;organelle lumen catalytic 1.371 0.616 0.45
subunit beta [0S=Saccharomyces 60 YLR163 activity;metal ion
cerevisiae $288c] C binding;protein
binding
P53312 Succinyl-CoA ligase [ADP-forming] 8531 LSC2; metabolic process mitochondrion catalytic 20.01 9 0.45
subunit beta, mitochondrial 59 YGR24 activity;nucleotide 7
[OS=Saccharomyces cerevisiae 4c binding
5288c]
Q06567 ABC1 family protein MCP2 8509 MCP2; cell organization and biogenesis membrane;mitochondrion 0.484 0.218 0.45
[0S=Saccharomyces cerevisiae 55 YLR253
5288¢] w
P38702 mitochondrial carrier protein LEUS 8563 LEUS; metabolic process;transport membrane;mitochondrion structural 0.468 0.212 0.45
[0S=Saccharomyces cerevisiae 91 YHROO molecule
$288c] 2W activity;transporte
r activity
P34224 Uncharacterized protein YBLO59W 8522 YBLO59 membrane;mitochondrion 0.468 0.212 0.45
[0S=Saccharomyces cerevisiae 21 Ww;
5288c] YBLO59
w
P27929 37S ribosomal protein NAM9, 8555 NAMS; cell organization and mitochondrion;ribosome RNA 1.062 0.484 0.46
mitochondrial [0S=Saccharomyces 85 YNL137 biogenesis;metabolic binding;structural
cerevisiae $288c] C process;regulation of biological molecule activity
process
P32839 Mitochondrial chaperone BCS1 8519 BCS1; cell organization and cytosol;membrane;mitochondrion catalytic 0.425 0.194 0.46
[0S=Saccharomyces cerevisiae 81 YDR37 biogenesis;metabolic activity;nucleotide
5288c] 5C process;response to binding;transporte

stimulus;transport

r activity
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Q01976 ADP-ribose pyrophosphatase 8524 YSAL; metabolic process cytoplasm;mitochondrion;nucleus catalytic 0.425 0.194 0.46
[0S=Saccharomyces cerevisiae 08 YBR111 activity;metal ion
5288c] C binding
Q04487 Mitochondrial inner membrane 8551 SHH3; metabolic process membrane;mitochondrion catalytic 0.425 0.194 0.46
protein SHH3 [0S=Saccharomyces 45 YMR11 activity;metal ion
cerevisiae 5288c] 8C binding
Q12428 Probable 2-methylcitrate 8561 PDH1; metabolic process cytoplasm;membrane;mitochondrion catalytic activity 18.11 8.306 0.46
dehydratase [0S=Saccharomyces 08 YPRO02
cerevisiae $288c] W
Q04172 Sensitive to high expression protein 8520 SHES; cell organization and biogenesis membrane;mitochondrion 0.374 0.172 0.46
9, mitochondrial 02 YDR39
[OS=Saccharomyces cerevisiae 3w
5288c]
P25348 54S ribosomal protein L32, 8503 MRPL3 cell organization and membrane;mitochondrion;ribosome RNA 0.389 0.179 0.46
mitochondrial [0S=Saccharomyces 59 2; biogenesis;metabolic process binding;structural
cerevisiae $288c] YCR003 molecule activity
W
Q03713 Respiratory supercomplex factor 1, 8549 RCF1; cell organization and biogenesis membrane;mitochondrion 2.162 0.995 0.46
mitochondrial [0S=Saccharomyces 78 YMLO3
cerevisiae $288c] oW
P17558 37S ribosomal protein PET123, 8543 PET123 cell organization and mitochondrion;ribosome structural 1.448 0.668 0.46
mitochondrial [0S=Saccharomyces 29 B biogenesis;metabolic process molecule activity
cerevisiae $288c] YOR15
8W
Q06630 Mitochondrial homologous 8518 MHR1; cell organization and mitochondrion;nucleus catalytic 0.359 0.166 0.46
recombination protein 1 90 YDR29 biogenesis;metabolic activity;DNA
[OS=Saccharomyces cerevisiae 6W process;regulation of biological binding;structural
5288c] process;response to stimulus molecule activity
P48360 Probable NADPH:adrenodoxin 8519 ARH1; cellular homeostasis;metabolic cytoplasm;membrane;mitochondrion;org catalytic activity 0.346 0.16 0.46
oxidoreductase, mitochondrial 82 YDR37 process;transport anelle lumen
[OS=Saccharomyces cerevisiae 6W
5288¢]
P36523 54S ribosomal protein L15, 8510 MRPL1 cell organization and mitochondrion;ribosome catalytic 0.334 0.155 0.46
mitochondrial [0S=Saccharomyces 22 5; biogenesis;metabolic process activity;RNA
cerevisiae 5288c] YLR312 binding;structural
W-A molecule activity
P38523 GrpE protein homolog, 8544 MGE1; metabolic process;regulation of membrane;mitochondrion;organelle enzyme regulator 1.336 0.624 0.47
mitochondrial [0S=Saccharomyces 07 YOR23 biological process;transport lumen activity;nucleotide
cerevisiae 5288c] 2W binding;protein
binding
P25270 rRNA methyltransferase 1, 8543 MRM1; metabolic process mitochondrion catalytic 0.274 0.129 0.47
mitochondrial [0S=Saccharomyces 76 YOR20 activity;RNA
cerevisiae 5288c] 1C binding
P39722 Mitochondrial Rho GTPase 1 8512 GEM1,; cell organization and membrane;mitochondrion catalytic 0.259 0.122 0.47
[0S=Saccharomyces cerevisiae 49 YALO48 biogenesis;regulation of biological activity;metal ion
$288c] C process;response to binding;nucleotide
stimulus;transport binding
P00445 Superoxide dismutase [Cu-Zn] 8535 SOD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleu antioxidant 1.848 0.874 0.47
[OS=Saccharomyces cerevisiae 68 YJR104 biogenesis;cellular s activity;catalytic
$5288c] C homeostasis;metabolic activity;metal ion
process;regulation of biological binding;protein
process;response to stimulus binding
014467 multiprotein-bridging factor 1 8544 MBF1; metabolic process;regulation of cytoplasm;mitochondrion;nucleus DNA binding 1.848 0.874 0.47
[0S=Saccharomyces cerevisiae 74 YOR29 biological process
5288c] 8C-A
P49367 Homoaconitase, mitochondrial 8518 LYS4; metabolic process mitochondrion catalytic 1.54 0.73 0.47
[OS=Saccharomyces cerevisiae 20 YDR23 activity;metal ion
$288c] A binding;protein
binding
P36046 Mitochondrial intermembrane 8536 MIA40; cellular component membrane;mitochondrion catalytic 3.262 1.555 0.48
space import and assembly protein 39 YKL195 movement;metabolic activity;protein
40 [0S=Saccharomyces cerevisiae W process;response to binding;transporte
5288c] stimulus;transport r activity
P53881 54S ribosomal protein L22, 8555 MRPL2 cell organization and mitochondrion;ribosome RNA 1.154 0.551 0.48
mitochondrial [0S=Saccharomyces 44 2; biogenesis;metabolic process binding;structural
cerevisiae $288c] YNL177 molecule activity
C
P51998 54S ribosomal protein yml6, 8549 YML6; cell organization and mitochondrion;ribosome RNA 1.154 0.551 0.48
mitochondrial [0S=Saccharomyces 83 YMLO2 biogenesis;metabolic process binding;structural
cerevisiae $288c] 5C molecule activity
P19262 Dihydrolipoyllysine-residue 8517 KGD2; cell organization and mitochondrion catalytic 6.406 3.062 0.48
succinyltransferase component of 26 YDR14 biogenesis;metabolic process activity;protein
2-oxoglutarate dehydrogenase 8C binding
complex, mitochondrial
[0S=Saccharomyces cerevisiae
5288¢]
P33311 ATP-dependent permease MDL2, 8558 MDL2; response to stimulus;transport membrane;mitochondrion catalytic 1.116 0.535 0.48
mitochondrial [0S=Saccharomyces 58 YPL270 activity;nucleotide
cerevisiae $288c] w binding;transporte
r activity
P00401 Cytochrome c oxidase subunit 1 8545 COX1; metabolic process;transport membrane;mitochondrion catalytic 1.61 0.778 0.48
[0S=Saccharomyces cerevisiae 98 Q0045 activity;metal ion
$288c] binding;transporte
r activity
Q08818 Meiotic sister-chromatid 8545 MSC6; metabolic process mitochondrion;organelle lumen RNA binding 1.047 0.506 0.48
recombination protein 6, 36 YOR35
mitochondrial [0S=Saccharomyces ac
cerevisiae 5288c]
P49095 Glycine dehydrogenase 8552 GCV2; metabolic process cytosol;mitochondrion catalytic activity 2.433 1.184 0.49
(Decarboxylating), mitochondrial 27 YMR18
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[0S=Saccharomyces cerevisiae 9w
5288¢]
P37298 Succinate dehydrogenase 8517 SDH4; metabolic process;transport membrane;mitochondrion catalytic 3.642 1.783 0.49
[ubiquinone] cytochrome b small 58 YDR17 activity;metal ion
subunit, mitochondrial 8W binding
[0S=Saccharomyces cerevisiae
5288¢]
P32795 Mitochondrial inner membrane i- 8561 YMEL; metabolic process;response to membrane;mitochondrion catalytic 1.798 0.891 0.50
AAA protease supercomplex 35 YPRO24 stimulus;transport activity;metal ion
subunit YME1 [OS=Saccharomyces w binding;nucleotide
cerevisiae $288c] binding;protein
binding
P08417 fumarate hydratase, mitochondrial 8558 FUM1; cell organization and cytoplasm;cytosol;mitochondrion;organe catalytic activity 13.87 6.88 0.50
[OS=Saccharomyces cerevisiae 66 YPL262 biogenesis;metabolic process lle lumen 4
5288c] W
P33421 Succinate dehydrogenase 8537 SDH3; cell organization and membrane;mitochondrion catalytic 1.276 0.638 0.50
[ubiquinone] cytochrome b subunit, 16 YKL141 biogenesis;metabolic activity;metal ion
mitochondrial [0S=Saccharomyces w process;transport binding
cerevisiae $288c]
P53969 Sorting assembly machinery 50 kDa 8557 SAMS0 cell organization and membrane;mitochondrion protein 0.743 0.374 0.50
subunit [0S=Saccharomyces 05 ; biogenesis;transport binding;transporte
cerevisiae $288c] YNLO26 r activity
W
P25719 Peptidyl-prolyl cis-trans isomerase 8548 CPR3; cell death;metabolic process mitochondrion;organelle lumen catalytic activity 2.981 1.512 0.51
C, mitochondrial 97 YMLO7
[0S=Saccharomyces cerevisiae 8W
5288¢]
P40035 Mitochondrial phosphate carrier 8567 PIC2; cellular homeostasis;metabolic membrane;mitochondrion structural 1.637 0.833 0.51
protein 2 [0S=Saccharomyces 79 YERO53 process;transport molecule
cerevisiae 5288c] C activity;transporte
r activity
Q08023 Protein FMP25, mitochondrial 8507 FMP25; cell organization and biogenesis membrane;mitochondrion 1.412 0.719 0.51
[OS=Saccharomyces cerevisiae 66 YLRO77
5288c] W
P47045 mitochondrial import inner 8533 TIM54; cell organization and cytosol;membrane;mitochondrion transporter 0.655 0.334 0.51
membrane translocase subunit 92 YJLO54 biogenesis;transport activity
TIM54 [OS=Saccharomyces w
cerevisiae $288c]
P38127 mitochondrial carrier protein RIM2 8524 RIM2; cell organization and membrane;mitochondrion structural 1.512 0.778 0.51
[OS=Saccharomyces cerevisiae 91 YBR192 biogenesis;metabolic molecule
5288c] w process;transport activity;transporte
r activity
P32335 Protein MSS51, mitochondrial 8509 MSS51; metabolic process;regulation of membrane;mitochondrion protein 1.929 0.995 0.52
[OS=Saccharomyces cerevisiae 00 YLR203 biological process binding;translatio
$288c] C n regulator
activity
P53982 isocitrate dehydrogenase [NADP] 8557 IDP3; metabolic process cytoplasm;mitochondrion catalytic 2.652 1.371 0.52
[OS=Saccharomyces cerevisiae 23 YNLO09 activity;metal ion
5288c] w binding;nucleotide
binding
P53889 uncharacterized mitochondrial 8555 FMP41; metabolic process mitochondrion catalytic 0.968 0.501 0.52
hydrolase FMP41 53 YNL168 activity;metal ion
[OS=Saccharomyces cerevisiae C binding
5288c]
P25374 Cysteine desulfurase, mitochondrial 8503 NFS1; cell organization and mitochondrion;nucleus catalytic 2.594 1.346 0.52
[0S=Saccharomyces cerevisiae 43 YCLO17 biogenesis;cellular activity;metal ion
$288c] C homeostasis;metabolic process binding;protein
binding
Q12289 mitochondrial carnitine carrier 8542 CRC1; metabolic process;transport membrane;mitochondrion structural 1.404 0.73 0.52
[0S=Saccharomyces cerevisiae 67 YOR10 molecule
$288c] ocC activity;transporte
r activity
P37293 N-terminal acetyltransferase 2 8530 NAT2; metabolic process cytoplasm;mitochondrion catalytic activity 1.404 0.73 0.52
[OS=Saccharomyces cerevisiae 50 YGR14
5288c] 7C
P36151 Uncharacterized protein YKRO70W 8539 YKRO70 metabolic process mitochondrion 0.833 0.438 0.53
[0S=Saccharomyces cerevisiae 44 Ww;
5288c] YKRO70
w
P16387 Pyruvate dehydrogenase E1 8569 PDAL; cell growth;metabolic process mitochondrion;organelle lumen catalytic activity 21.63 11.49 0.53
component subunit alpha, 25 YER178 8 6
mitochondrial [0S=Saccharomyces w
cerevisiae 5288c]
P43567 alanine--glyoxylate 8505 AGX1; metabolic process cytosol;mitochondrion catalytic activity 2.162 1.154 0.53
aminotransferase 1 14 YFLO30
[OS=Saccharomyces cerevisiae w
5288¢]
P01097 ATPase inhibitor, mitochondrial 8513 INH1; metabolic process;regulation of mitochondrion catalytic 2.162 1.154 0.53
[OS=Saccharomyces cerevisiae 47 YDL181 biological process activity;enzyme
5288c] w regulator
activity;protein
binding
P32317 Protein AFG1 [0S=Saccharomyces 8566 AFG1; cell organization and membrane;mitochondrion catalytic 1.326 0.711 0.54
cerevisiae 5288c] 58 YELO52 biogenesis;metabolic activity;nucleotide
w process;response to binding
stimulus;transport
Q12031 Mitochondrial 2-methylisocitrate 8561 ICL2; metabolic process mitochondrion;organelle lumen catalytic activity 5.158 2.793 0.54
lyase [0S=Saccharomyces cerevisiae 14 YPROO6
5288¢] C
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P46367 Potassium-activated aldehyde 8545 ALD4; metabolic process mitochondrion;organelle lumen catalytic activity 47.49 25.82 0.54
dehydrogenase, mitochondrial 56 YOR37 7 7
[0S=Saccharomyces cerevisiae A
5288¢]
P35191 DnaJ homolog 1, mitochondrial 8505 MDJ1; cell organization and mitochondrion;organelle lumen enzyme regulator 3.037 1.656 0.55
[0S=Saccharomyces cerevisiae 30 YFLO16 biogenesis;metabolic activity;metal ion
5288c] C process;regulation of biological binding;nucleotide
process;response to stimulus binding;protein
binding
Q02883 N-acyl-phosphatidylethanolamine- 8560 FMP30; metabolic process membrane;mitochondrion catalytic 0.557 0.304 0.55
hydrolyzing phospholipase D, 01 YPL103 activity;metal ion
mitochondrial [0S=Saccharomyces C binding
cerevisiae 5288c]
P39925 Mitochondrial respiratory chain 8567 AFG3; cell organization and membrane;mitochondrion catalytic 1.342 0.734 0.55
complexes assembly protein AFG3 37 YERO17 biogenesis;metabolic activity;metal ion
[0S=Saccharomyces cerevisiae C process;response to binding;nucleotide
5288c] stimulus;transport binding;protein
binding
Q08822 Probable electron transfer 8545 CIR2; metabolic process;transport membrane;mitochondrion catalytic 3.424 1.873 0.55
flavoprotein-ubiquinone 38 YOR35 activity;metal ion
oxidoreductase, mitochondrial 6W binding;nucleotide
[OS=Saccharomyces cerevisiae binding
5288¢]
P38071 Enoyl-[acyl-carrier protein] 8523 ETR1; metabolic process mitochondrion;organelle lumen catalytic 9 4.926 0.55
reductase [NADPH, B-specific], 14 YBR026 activity;DNA
mitochondrial [0S=Saccharomyces C binding;metal ion
cerevisiae 5288c] binding
P39987 Heat shock protein SSC3, 8566 ECM10 cell organization and mitochondrion nucleotide 2.162 1.198 0.55
mitochondrial [0S=Saccharomyces 82 B biogenesis;metabolic binding;protein
cerevisiae 5288c] YELO30 process;transport binding
W
P36525 54S ribosomal protein L24, 8552 MRPL2 cell organization and mitochondrion;ribosome RNA 1.512 0.848 0.56
mitochondrial [0S=Saccharomyces 31 4; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YMR19 molecule activity
3w
Q05931 Heat shock protein SSQ1, 8510 ssQ1; cell organization and mitochondrion;organelle lumen nucleotide 0.884 0.496 0.56
mitochondrial [0S=Saccharomyces 84 YLR369 biogenesis;metabolic process binding;protein
cerevisiae 5288c] W binding
Q06668 Methyltransferase OMS1, 8519 OMS1; metabolic process membrane;mitochondrion catalytic activity 0.693 0.389 0.56
mitochondrial [0S=Saccharomyces 11 YDR31
cerevisiae 5288c] 6W
P37299 cytochrome b-c1 complex subunit 8563 QCR10; metabolic process;transport membrane;mitochondrion catalytic 5.31 2.981 0.56
10 [0S=Saccharomyces cerevisiae 90 YHROO activity;transporte
5288c] 1W-A r activity
Q12029 Probable mitochondrial transport 8544 FSF1; transport membrane;mitochondrion transporter 2.36 1.336 0.57
protein fsf1 [OS=Saccharomyces 45 YOR27 activity
cerevisiae 5288c] 1C
Q12233 ATP synthase subunit g, 8561 ATP20; cell organization and membrane;mitochondrion catalytic 1.371 0.778 0.57
mitochondrial [0S=Saccharomyces 31 YPR020 biogenesis;metabolic activity;transporte
cerevisiae $288c] w process;transport r activity
P36147 Presequence translocated- 8539 PAM17 transport membrane;mitochondrion 1.371 0.778 0.57
associated motor subunit pam17, 39 ;
mitochondrial [0S=Saccharomyces YKRO65
cerevisiae 5288c] C
P37292 Serine hydroxymethyltransferase, 8525 SHM1; metabolic process mitochondrion catalytic activity 9 5.136 0.57
mitochondrial [0S=Saccharomyces 65 YBR263
cerevisiae S288c] W
P11914 Mitochondrial-processing peptidase 8564 MAS2; metabolic process;transport membrane;mitochondrion;organelle catalytic 1.291 0.738 0.57
subunit alpha [0S=Saccharomyces 19 YHRO2 lumen activity;metal ion
cerevisiae $288c] 4C binding;protein
binding
P47052 succinate dehydrogenase 8534 YJLO45 metabolic process;transport membrane;mitochondrion catalytic 4.712 2.695 0.57
[ubiquinone] flavoprotein subunit 2, 05 Ww; activity;nucleotide
mitochondrial [0S=Saccharomyces YJLO45 binding
cerevisiae 5288c] W
P38771 Ribosome-recycling factor, 8564 RRF1; cell organization and mitochondrion RNA binding 1.254 0.719 0.57
mitochondrial [0S=Saccharomyces 33 YHRO3 biogenesis;metabolic process
cerevisiae $288c] 8W
Q04935 Cytochrome c oxidase protein 20, 8518 COX20; cell organization and membrane;mitochondrion protein binding 2.455 1.424 0.58
mitochondrial [0S=Saccharomyces 17 YDR23 biogenesis;metabolic process
cerevisiae 5288c] 1C
P04710 ADP,ATP carrier protein 1 8550 AACL; metabolic process;transport cytosol;membrane;mitochondrion structural 11.74 6.848 0.58
[0S=Saccharomyces cerevisiae 78 YMRO5 molecule 3
$288c] 6C activity;transporte
r activity
P36521 54S ribosomal protein L11, 8513 MRPL1 cell organization and mitochondrion;ribosome structural 1.069 0.624 0.58
mitochondrial [0S=Saccharomyces 25 1; biogenesis;metabolic process molecule activity
cerevisiae 5288c] YDL202
W
P23641 mitochondrial phosphate carrier 8535 MIR1; metabolic process;transport membrane;mitochondrion protein 30.62 17.95 0.59
protein [OS=Saccharomyces 40 YJRO77 binding;structural 3 7
cerevisiae 5288c] C molecule
activity;transporte
r activity
P43635 Citrate synthase 3, mitochondrial 8561 CIT3; metabolic process mitochondrion catalytic activity 5.529 3.262 0.59
[0S=Saccharomyces cerevisiae 07 YPROO1
5288¢] w
P32787 Mitochondrial genome 8536 MGM1 cell organization and chromosome;mitochondrion DNA binding 3.281 1.976 0.60
maintenance protein MGM101 09 01; biogenesis;metabolic
[OS=Saccharomyces cerevisiae YJR144 process;response to stimulus
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$288c] w
P32891 D-lactate dehydrogenase 8513 DLD1; metabolic process;transport membrane;mitochondrion catalytic 18.68 11.25 0.60
[cytochrome] 1, mitochondrial 80 YDL174 activity;nucleotide 4 3
[0S=Saccharomyces cerevisiae C binding
5288¢]
P00431 cytochrome c peroxidase, 8539 CCP1; metabolic process;response to mitochondrion;organelle lumen antioxidant 1.424 0.859 0.60
mitochondrial [0S=Saccharomyces 40 YKRO66 stimulus activity;catalytic
cerevisiae $288c] C activity;metal ion
binding;protein
binding
Q02950 375 ribosomal protein MRP51, 8559 MRP51 cell organization and mitochondrion;ribosome structural 0.668 0.407 0.61
mitochondrial [0S=Saccharomyces 85 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YPL118
W
Q12480 Probable electron transfer 8561 AIM45; metabolic process;transport mitochondrion;organelle lumen catalytic 2.981 1.818 0.61
flavoprotein subunit alpha, 12 YPROO4 activity;nucleotide
mitochondrial [0S=Saccharomyces C binding
cerevisiae $288c]
P07806 Valine--tRNA ligase, mitochondrial 8529 VAS1; metabolic process;regulation of cytoplasm;cytosol;mitochondrion catalytic 0.616 0.377 0.61
[0S=Saccharomyces cerevisiae 86 YGRO9 biological process activity;nucleotide
5288c] AW binding
P32331 Carrier protein YMC1, 8561 YMC1; metabolic process;transport membrane;mitochondrion;vacuole structural 1.581 0.968 0.61
mitochondrial [0S=Saccharomyces 71 YPRO58 molecule
cerevisiae 5288c] w activity;transporte
r activity
P32387 54S ribosomal protein L41, 8520 MRP20 cell organization and mitochondrion;ribosome nucleotide 1.581 0.968 0.61
mitochondrial [0S=Saccharomyces 14 ; biogenesis;metabolic process binding;protein
cerevisiae $288c] YDR40 binding;RNA
5W binding;structural
molecule activity
Q08179 Mitochondrial distribution and 8541 MDM3 cell organization and membrane;mitochondrion 6.079 3.732 0.61
morphology protein 38 30 8; biogenesis;cellular
[0S=Saccharomyces cerevisiae YOL027 homeostasis;regulation of biological
5288c] C process;transport
P43616 Cys-Gly metallodipeptidase dugl 8506 DUGI; metabolic process cytoplasm;mitochondrion;ribosome catalytic 1.154 0.711 0.62
[OS=Saccharomyces cerevisiae 05 YFRO44 activity;metal ion
5288c] C binding
P05626 ATP synthase subunit 4, 8560 ATP4; cell organization and membrane;mitochondrion catalytic 4.995 3.084 0.62
mitochondrial [0S=Saccharomyces 27 YPLO78 biogenesis;metabolic activity;transporte
cerevisiae 5288c] C process;transport r activity
P38172 MIOREX complex component 3 8521 YBLO9S membrane;mitochondrion 0.501 0.311 0.62
[0S=Saccharomyces cerevisiae 81 w;
5288c] MRX3;
YBL0O95
W
P27697 Atypical kinase COQ8, 8527 COQs; metabolic process membrane;mitochondrion;organelle catalytic 0.453 0.283 0.62
mitochondrial [0S=Saccharomyces 58 YGL119 lumen activity;nucleotide
cerevisiae 5288c] W binding
Q3E824 Uncharacterized protein YOR0O20W- 1466 YOR02 metabolic process;transport membrane;mitochondrion 5.813 3.642 0.63
A [0OS=Saccharomyces cerevisiae 480 OW-A;
$288c] YOR02
OW-A
P19414 Aconitate hydratase, mitochondrial 8510 ACO1; cell organization and cytoplasm;cytosol;mitochondrion;organe catalytic 48.61 30.62 0.63
[OS=Saccharomyces cerevisiae 13 YLR304 biogenesis;metabolic lle lumen activity;DNA 9 3
$288c] C process;transport binding;metal ion
binding
P15179 Aspartate--tRNA ligase, 8560 MSD1; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.379 0.239 0.63
mitochondrial [0S=Saccharomyces 00 YPL104 lumen activity;nucleotide
cerevisiae 5288c] W binding
P47127 Altered inheritance of mitochondria 8535 AIM24; cell organization and biogenesis mitochondrion 2.857 1.807 0.63
protein 24, mitochondrial 43 YJRO80
[OS=Saccharomyces cerevisiae C
5288c]
P38072 Protein SCO2, mitochondrial 8523 SCO2; cell organization and membrane;mitochondrion antioxidant 1.154 0.73 0.63
[OS=Saccharomyces cerevisiae 12 YBR024 biogenesis;cellular activity;catalytic
5288c] w homeostasis;metabolic activity;metal ion
process;transport binding
Q05648 MIOREX complex component 10 8518 YDR28 membrane;mitochondrion 0.35 0.222 0.63
[OS=Saccharomyces cerevisiae 76 2C;
$288c] MRX10
YDR28
2C
P32191 Glycerol-3-phosphate 8546 GUT2; metabolic process membrane;mitochondrion catalytic activity 8.522 5.434 0.64
dehydrogenase, mitochondrial 51 YIL155
[0S=Saccharomyces cerevisiae C
5288¢]
Q01532-1 Cysteine proteinase 1, mitochondrial metabolic process;regulation of cytoplasm;mitochondrion catalytic 0.28 0.179 0.64
[0S=Saccharomyces cerevisiae $288c] biological process;response to activity;DNA
stimulus binding;RNA
binding
P38705 Serine--tRNA ligase, mitochondrial 8564 DIA4; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.233 0.15 0.64
[0S=Saccharomyces cerevisiae 02 YHRO1 lumen activity;nucleotide
5288c] 1w binding
P07236 Threonine--tRNA ligase, 8536 MST1; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.233 0.15 0.64
mitochondrial [0S=Saccharomyces 40 YKL194 lumen activity;nucleotide
cerevisiae 5288c] C binding;RNA
binding
P42900 Sigma-like sequence protein 1, 8508 SLS1; cell organization and membrane;mitochondrion protein binding 0.194 0.125 0.64
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mitochondrial [0S=Saccharomyces 30 YLR139 biogenesis;metabolic process
cerevisiae $288c] C
P53166 ATP-dependent RNA helicase mrh4, 8528 MRH4; cell organization and mitochondrion;organelle lumen catalytic 0.225 0.145 0.64
mitochondrial [0S=Saccharomyces 16 YGLO64 biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] C binding;RNA
binding
P25349 Flavoprotein-like protein YCP4 8503 YCP4; metabolic process;regulation of cytoplasm;membrane;mitochondrion catalytic 9 5.813 0.65
[0S=Saccharomyces cerevisiae 60 YCR004 biological process activity;nucleotide
5288c] C binding;protein
binding
P38088 Glycine--tRNA ligase 1, mitochondrial metabolic process cytoplasm;mitochondrion;organelle catalytic 0.616 0.399 0.65
[0S=Saccharomyces cerevisiae $288c] lumen activity;nucleotide
binding;protein
binding
P08466 mitochondrial nuclease 8532 NUC1; cell death;metabolic process membrane;mitochondrion;nucleus catalytic 1.637 1.069 0.65
[0S=Saccharomyces cerevisiae 22 YJL208 activity;metal ion
5288c] C binding
P07275 Delta-1-pyrroline-5-carboxylate 8564 PUT2; metabolic process membrane;mitochondrion;organelle catalytic activity 6.055 3.977 0.66
dehydrogenase, mitochondrial 32 YHRO3 lumen
[0S=Saccharomyces cerevisiae 7w
5288¢]
Q04728 Arginine biosynthesis bifunctional 8550 ARG7; metabolic process mitochondrion;organelle lumen catalytic activity 0.63 0.417 0.66
protein Argl, mitochondrial 84 YMRO6
[OS=Saccharomyces cerevisiae 2C
5288¢]
Q06143 mitochondrial dicarboxylate 8510 DIC1; metabolic process;transport membrane;mitochondrion structural 1.404 0.931 0.66
transporter [0S=Saccharomyces 63 YLR348 molecule
cerevisiae 5288c] C activity;transporte
r activity
P40047 Aldehyde dehydrogenase 5, 8568 ALDS5; metabolic process mitochondrion;organelle lumen catalytic activity 2.384 1.581 0.66
mitochondrial [0S=Saccharomyces 04 YER073
cerevisiae $288c] W
Q07349 MIOREX complex component 9 8515 YDLO27 endoplasmic reticulum;membrane;mitochondrion 1.913 1.276 0.67
[0S=Saccharomyces cerevisiae 35 C;
5288c] MRX9;
YDLO27
C
P38910 10 kDa heat shock protein, 8541 HSP10; cell organization and cytoplasm;mitochondrion;organelle metal ion 3.217 2.162 0.67
mitochondrial [0S=Saccharomyces 85 YORO02 biogenesis;metabolic lumen binding;nucleotide
cerevisiae $288c] ocC process;response to binding;protein
stimulus;transport binding
P21954 Isocitrate dehydrogenase [NADP], 8514 IDP1; metabolic process mitochondrion catalytic 38.81 26.12 0.67
mitochondrial [0S=Saccharomyces 93 YDLO66 activity;metal ion 1 3
cerevisiae 5288c] w binding;nucleotide
binding;protein
binding
P38325 Mitochondrial outer membrane 8525 OM14; transport membrane;mitochondrion 6.197 4.179 0.67
protein OM14 [OS=Saccharomyces 31 YBR230
cerevisiae $288c] C
P28834 Isocitrate dehydrogenase [NAD] 8556 IDH1; metabolic process;transport cytosol;mitochondrion;organelle lumen catalytic 15.23 10.28 0.68
subunit 1, mitochondrial 91 YNLO37 activity;metal ion 8 8
[0S=Saccharomyces cerevisiae C binding;nucleotide
$288c] binding;protein
binding;RNA
binding
P50085 Prohibitin-2 [0S=Saccharomyces 8531 PHB2; cell organization and membrane;mitochondrion protein binding 4.926 3.329 0.68
cerevisiae 5288c] 46 YGR23 biogenesis;metabolic
1C process;regulation of biological
process
Q12482 Mitochondrial aspartate-glutamate 8561 AGC1; metabolic process;transport membrane;mitochondrion structural 0.348 0.238 0.68
transporter AGC1 32 YPRO21 molecule
[0S=Saccharomyces cerevisiae C activity;transporte
5288c] r activity
P16622 Ferrochelatase, mitochondrial 8543 HEM15 metabolic process membrane;mitochondrion catalytic activity 6.305 4.337 0.69
[0S=Saccharomyces cerevisiae 47 B
5288c] YOR17
6W
Q02776 Mitochondrial import inner 8560 TIM50; cell organization and membrane;mitochondrion catalytic 9 6.197 0.69
membrane translocase subunit 42 YPLO63 biogenesis;metabolic activity;protein
TIMS50 [OS=Saccharomyces w process;transport binding;transporte
cerevisiae 5288c] r activity
P36013 NAD-dependent malic enzyme, 8538 MAEL; metabolic process mitochondrion;organelle lumen catalytic 1.985 1.371 0.69
mitochondrial [0S=Saccharomyces 39 YKLO29 activity;metal ion
cerevisiae $288c] C binding;nucleotide
binding
P0O0560 Phosphoglycerate kinase 8503 PGK1; metabolic process cytoplasm;membrane;mitochondrion catalytic 6.356 4.412 0.69
[OS=Saccharomyces cerevisiae 70 YCRO12 activity;nucleotide
5288c] W binding
Q03430 37S ribosomal protein RSM28, 8521 RSM28 cell organization and mitochondrion;ribosome structural 1.462 1.015 0.69
mitochondrial [0S=Saccharomyces 05 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YDR49
4W
P42940 Probable electron transfer 8531 CIR1; metabolic process;transport mitochondrion;organelle lumen 4.623 3.217 0.70
flavoprotein subunit beta 21 YGR20
[OS=Saccharomyces cerevisiae 7C
5288c]
P38300 Inner membrane mitoribosome 8524 MBA1; cell organization and membrane;mitochondrion 0.585 0.413 0.71
receptor MBA1, mitochondrial 83 YBR185 biogenesis;regulation of biological
[OS=Saccharomyces cerevisiae C process

$288c]
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Q03104 Meiotic sister chromatid 8549 MSC1; metabolic process endoplasmic reticulum;membrane;mitochondrion 2.415 1.712 0.71
recombination protein 1 11 YML12
[0S=Saccharomyces cerevisiae 8C
5288¢]
P48015 Aminomethyltransferase, 8515 GCV1; metabolic process mitochondrion catalytic 9 6.406 0.71
mitochondrial [0S=Saccharomyces 82 YDRO1 activity;protein
cerevisiae $288c] 9C binding
P17505 Malate dehydrogenase, 8537 MDH1; metabolic process mitochondrion;organelle lumen catalytic 56.79 40.59 0.71
mitochondrial [0S=Saccharomyces 77 YKLO85 activity;protein 7 6
cerevisiae $288c] w binding;RNA
binding
P32340 Rotenone-insensitive NADH- 8549 NDI1; metabolic process;regulation of membrane;mitochondrion;organelle catalytic 24.92 17.87 0.72
ubiquinone oxidoreductase, 19 YML12 biological process lumen activity;nucleotide 9 4
mitochondrial [0S=Saccharomyces oc binding
cerevisiae $288c]
POCS90 Heat shock protein SSC1, 8535 SSC1; cell organization and membrane;mitochondrion;nucleus;organ catalytic 48.48 34.93 0.72
mitochondrial [0S=Saccharomyces 03 YJR045 biogenesis;metabolic elle lumen activity;enzyme 2 8
cerevisiae $288c] C process;regulation of biological regulator
process;transport activity;nucleotide
binding;protein
binding
P04807 Hexokinase-2 [0S=Saccharomyces 8526 HXK2; cell communication;cell cytosol;mitochondrion;nucleus catalytic 0.359 0.259 0.72
cerevisiae 5288c] 39 YGL253 organization and biogenesis;cellular activity;nucleotide
w homeostasis;metabolic binding
process;regulation of biological
process;response to
stimulus;transport
P09440 C-1-tetrahydrofolate synthase, 8523 MIS1; metabolic process cytosol;mitochondrion catalytic 1.049 0.762 0.73
mitochondrial [0S=Saccharomyces 78 YBR0O84 activity;nucleotide
cerevisiae 5288c] W binding
P39726 Glycine cleavage system H protein, 8512 GCV3; metabolic process mitochondrion catalytic activity 4.995 3.642 0.73
mitochondrial [0S=Saccharomyces 54 YALO44
cerevisiae $288c] C
P54783 D-arabinono-1,4-lactone oxidase 8548 ALOZ; metabolic process;response to membrane;mitochondrion catalytic 3.299 2.415 0.73
[OS=Saccharomyces cerevisiae 88 YMLO8 stimulus activity;nucleotide
5288c] 6C binding
P39518 Long-chain-fatty-acid--CoA ligase 2 8567 FAA2; metabolic process;transport cytoplasm;mitochondrion catalytic 0.619 0.455 0.74
[0S=Saccharomyces cerevisiae 34 YERO15 activity;nucleotide
5288c] W binding
P52893 probable alanine aminotransferase, 8507 ALT1; metabolic process mitochondrion;organelle lumen catalytic activity 1.102 0.812 0.74
mitochondrial [0S=Saccharomyces 78 YLRO89
cerevisiae $288c] C
P32796-1 Carnitine O-acetyltransferase, 8549 CAT2; metabolic process;transport membrane;mitochondrion catalytic activity 13.81 10.18 0.74
mitochondrial [0S=Saccharomyces 65 YMLO4 6 9
cerevisiae 5288c] 2W
Q99297 Mitochondrial 2-oxodicarboxylate 8543 oDC2; metabolic process;transport membrane;mitochondrion structural 1.054 0.778 0.74
carrier 2 [0S=Saccharomyces 97 YOR22 molecule
cerevisiae 5288c] 2W activity;transporte
r activity
P28625 Protein YIM1 [0S=Saccharomyces 8551 YIM1; metabolic process;response to cytoplasm;endoplasmic catalytic 0.833 0.624 0.75
cerevisiae $288c] 83 YMR15 stimulus reticulum;mitochondrion activity;metal ion
2W binding
P23180 Probable oxidoreductase AIM17 8563 AIM17; cell organization and mitochondrion catalytic 4.623 3.467 0.75
[0S=Saccharomyces cerevisiae 65 YHLO21 biogenesis;metabolic process activity;metal ion
5288c] C binding
P36534 54S ribosomal protein L40, 8559 MRPL4 cell organization and mitochondrion;ribosome protein 0.778 0.585 0.75
mitochondrial [0S=Saccharomyces 30 0; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YPL173 molecule activity
W
P33759 37S ribosomal protein S5, 8525 MRPS5 cell organization and mitochondrion;ribosome RNA 0.778 0.585 0.75
mitochondrial [0S=Saccharomyces 53 B biogenesis;metabolic process binding;structural
cerevisiae 5288c] YBR251 molecule activity
w
P50087 MICOS subunit MIC26 8531 MOS2; cell organization and biogenesis membrane;mitochondrion 1.683 1.276 0.76
[0S=Saccharomyces cerevisiae 50 MIC26;
5288c] YGR23
5C
P32902 37S ribosomal protein MRP4, 8563 MRP4; cell organization and mitochondrion;ribosome structural 0.616 0.468 0.76
mitochondrial [0S=Saccharomyces 84 YHLOO4 biogenesis;metabolic process molecule activity
cerevisiae $288c] W
P07257 Cytochrome b-c1 complex subunit 8563 QCR2; metabolic process;transport membrane;mitochondrion catalytic 36.75 27.94 0.76
2, mitochondrial 21 YPR191 activity;metal ion 1 3
[0S=Saccharomyces cerevisiae W binding;protein
$288c] binding;transporte
r activity
P32473 Pyruvate dehydrogenase E1 8525 PDB1; metabolic process mitochondrion;organelle lumen catalytic activity 9 6.848 0.76
component subunit beta, 22 YBR221
mitochondrial [0S=Saccharomyces C
cerevisiae $288c]
P54003 Protein SUR7 [0S=Saccharomyces 8549 SUR7; cell differentiation;transport membrane;mitochondrion 1.512 1.154 0.76
cerevisiae $288c] 53 YMLOS
2W
P53598 Succinyl-CoA ligase [ADP-forming] 8543 LSC1; metabolic process cytosol;mitochondrion catalytic 11.74 9 0.77
subunit alpha, mitochondrial 10 YOR14 activity;nucleotide 3
[OS=Saccharomyces cerevisiae 2wW binding
5288c]
Q02981 ABC1 family protein YPL109C, 8559 YPL109 mitochondrion 0.334 0.259 0.78
mitochondrial [0S=Saccharomyces 95 G
cerevisiae 5288c] YPL109
C
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P23644 Mitochondrial import receptor 8552 TOM40 transport cytosol;membrane;mitochondrion protein 1.154 0.896 0.78
subunit TOM40 [OS=Saccharomyces 43 ; binding;transporte
cerevisiae $288c] YMR20 r activity
3wW
Q00711 Succinate dehydrogenase 8537 SDH1; metabolic process;transport membrane;mitochondrion catalytic 12.24 9.578 0.78
[ubiquinone] flavoprotein subunit, 09 YKL148 activity;nucleotide 2
mitochondrial [0S=Saccharomyces C binding;protein
cerevisiae 5288c] binding
P16451 Pyruvate dehydrogenase complex 8531 PDX1; metabolic process mitochondrion;organelle lumen catalytic 2.594 2.03 0.78
protein X component, 07 YGR19 activity;structural
mitochondrial [0S=Saccharomyces 3C molecule activity
cerevisiae $288c]
P38891 Branched-chain-amino-acid 8566 BAT1; metabolic process;regulation of mitochondrion;organelle lumen catalytic activity 9 7.111 0.79
aminotransferase, mitochondrial 15 YHR20 biological process;response to
[0S=Saccharomyces cerevisiae 8W stimulus
5288¢]
P07213 Mitochondrial import receptor 8556 TOM70 cell organization and membrane;mitochondrion protein 3.642 2.888 0.79
subunit TOM70 [OS=Saccharomyces 02 B biogenesis;transport binding;transporte
cerevisiae 5288c] YNL121 r activity
C
P32611 54S ribosomal protein RML2, 8566 RML2; cell organization and mitochondrion;ribosome catalytic 0.638 0.509 0.80
mitochondrial [0S=Saccharomyces 60 YELO50 biogenesis;metabolic process activity;RNA
cerevisiae $288c] C binding;structural
molecule activity
P40215 External NADH-ubiquinone 8551 NDE1; metabolic process mitochondrion catalytic 5.469 4.367 0.80
oxidoreductase 1, mitochondrial 76 YMR14 activity;nucleotide
[OS=Saccharomyces cerevisiae 5C binding
5288¢]
Q08223 Altered inheritance of mitochondria 8541 AIM39; cytosol;membrane;mitochondrion 0.585 0.468 0.80
protein 39, mitochondrial 03 YOLO53
[OS=Saccharomyces cerevisiae w
5288¢]
P32453 Protein ATP11, mitochondrial 8554 ATP11; cell organization and biogenesis mitochondrion protein binding 1.239 0.995 0.80
[0S=Saccharomyces cerevisiae 01 YNL315
5288¢] C
Q03976 37S ribosomal protein $24, 8517 RSM24 cell organization and mitochondrion;ribosome structural 0.905 0.738 0.82
mitochondrial [0S=Saccharomyces 55 B biogenesis;metabolic process molecule activity
cerevisiae $288c] YDR17
5C
P30902 ATP synthase subunit d, 8538 ATP7; metabolic process;transport membrane;mitochondrion catalytic 5.105 4.179 0.82
mitochondrial [0S=Saccharomyces 53 YKLO16 activity;transporte
cerevisiae $288c] C r activity
P38825 Protein TOM71 [OS=Saccharomyces 8565 TOM71 transport membrane;mitochondrion protein 0.512 0.425 0.83
cerevisiae 5288c] 17 B binding;transporte
YHR11 r activity
W
P07143 Cytochrome c1, heme protein, 8542 CYT1; metabolic process;transport cytosol;membrane;mitochondrion metal ion binding 23.24 19.30 0.83
mitochondrial [0S=Saccharomyces 31 YOR06 5 9
cerevisiae $288c] 5W
Q12166 2-isopropylmalate synthase 2, 8542 LEUY; metabolic process mitochondrion catalytic 2.472 2.065 0.84
mitochondrial [0S=Saccharomyces 75 YOR10 activity;protein
cerevisiae $288c] 8W binding
P36112 MICOS complex subunit Mic60 8538 FCI1; cell organization and membrane;mitochondrion 15.37 12.89 0.84
[0S=Saccharomyces cerevisiae 86 MIC60; biogenesis;transport 9 5
5288c] YKRO16
W
P53266 Cytochrome oxidase assembly 8530 SHY1; cell organization and biogenesis membrane;mitochondrion protein binding 1.154 0.978 0.85
protein SHY1 [0S=Saccharomyces 09 YGR11
cerevisiae $288c] 2W
Q03028 Mitochondrial 2-oxodicarboxylate 8559 0oDC1; metabolic process;transport membrane;mitochondrion structural 5.813 4.995 0.86
carrier 1 [0S=Saccharomyces 69 YPL134 molecule
cerevisiae 5288c] C activity;transporte
r activity
P40341 Mitochondrial respiratory chain 8551 YTA12; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.371 1.184 0.86
complexes assembly protein YTA12 14 YMRO08 biogenesis;metabolic activity;metal ion
[OS=Saccharomyces cerevisiae 9C process;response to binding;nucleotide
5288c] stimulus;transport binding;protein
binding
P36060 NADH-cytochrome b5 reductase 2 8537 MCR1; metabolic process;response to membrane;mitochondrion catalytic 15.23 13.38 0.88
[OS=Saccharomyces cerevisiae 07 YKL150 stimulus activity;protein 8 4
5288c] W binding
P00359 Glyceraldehyde-3-phosphate 8531 TDH3; cell death;metabolic process cytoplasm;cytosol;membrane;mitochond catalytic 7.185 6.406 0.89
dehydrogenase 3 06 YGR19 rion;nucleus activity;nucleotide
[OS=Saccharomyces cerevisiae 2C binding;RNA
5288c] binding
P38077 ATP synthase subunit gamma, 8523 ATP3; metabolic process;transport membrane;mitochondrion catalytic 12.68 11.32 0.89
mitochondrial [0S=Saccharomyces 27 YBRO39 activity;transporte 9 8
cerevisiae 5288c] % r activity
P18239 ADP,ATP carrier protein 2 8522 PET9; cell death;metabolic membrane;mitochondrion structural 110.0 110.0 1.00
[0S=Saccharomyces cerevisiae 50 YBLO30 process;transport molecule 34 34
$288c] C activity;transporte
r activity
P06168 ketol-acid reductoisomerase, 8510 ILV5; cell organization and mitochondrion catalytic 12.89 12.89 1.00
mitochondrial [0S=Saccharomyces 69 YLR355 biogenesis;metabolic process activity;DNA 5 5
cerevisiae $288c] C binding;metal ion
binding
P07342 Acetolactate synthase catalytic 8551 ILV2; metabolic process mitochondrion catalytic 4.223 4.223 1.00
subunit, mitochondrial 35 YMR10 activity;metal ion
[0S=Saccharomyces cerevisiae 8w binding;nucleotide

5288¢]
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P09457 ATP synthase subunit 5, 8518 ATP5; metabolic process;transport membrane;mitochondrion catalytic 9 9 1.00
mitochondrial [0S=Saccharomyces 92 YDR29 activity;transporte
cerevisiae $288c] 8C r activity
P00358 glyceraldehyde-3-phosphate 8534 TDH2; cell death;metabolic process cytoplasm;cytosol;membrane;mitochond catalytic 3.962 3.962 1.00
dehydrogenase 2 65 YJRO09 rion;nucleus activity;nucleotide
[0S=Saccharomyces cerevisiae C binding;protein
5288c] binding
P15108 ATP-dependent molecular 8552 HSC82; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.081 1.081 1.00
chaperone HSC82 24 YMR18 biogenesis;metabolic activity;nucleotide
[0S=Saccharomyces cerevisiae 6W process;response to stimulus binding;protein
5288c] binding
Q04013 Citrate/oxoglutarate carrier protein 8552 YHMZ2; cell organization and membrane;mitochondrion DNA 3.467 3.467 1.00
[0S=Saccharomyces cerevisiae 82 YMR24 biogenesis;metabolic binding;structural
5288c] 1w process;transport molecule
activity;transporte
r activity
P32897 Mitochondrial import inner 8557 TIM23; transport membrane;mitochondrion protein 2.981 2.981 1.00
membrane translocase subunit 51 YNRO1 binding;transporte
tim23 [OS=Saccharomyces W r activity
cerevisiae $288c]
P00044 Cytochrome c iso-1 8535 CYC1; metabolic process;transport mitochondrion metal ion 9 9 1.00
[OS=Saccharomyces cerevisiae 07 YJRO48 binding;protein
5288c] W binding
P40185 Protein mmf1, mitochondrial 8547 MMF1; cell organization and mitochondrion;organelle lumen 5.31 5.31 1.00
[OS=Saccharomyces cerevisiae 60 YILO51 biogenesis;metabolic process
5288¢] C
P53721 Respiratory supercomplex factor 2, 8557 RCF2; cell organization and biogenesis membrane;mitochondrion 5.579 5.579 1.00
mitochondrial [0S=Saccharomyces 52 YNRO1
cerevisiae S288c] 8W
P00424 Cytochrome c oxidase polypeptide 8556 COX5A; metabolic process;transport membrane;mitochondrion catalytic 2.511 2,511 1.00
5A, mitochondrial 75 YNLO52 activity;transporte
[0S=Saccharomyces cerevisiae W r activity
5288¢]
P40582 Glutathione S-transferase 1 8548 GTT1; metabolic process endoplasmic antioxidant 1.683 1.683 1.00
[OS=Saccharomyces cerevisiae 56 YIR038 reticulum;membrane;mitochondrion;nuc activity;catalytic
5288c] C leus activity;protein
binding;RNA
binding
P40508 Uncharacterized protein YILO77C 8547 YILO77 mitochondrion 0.896 0.896 1.00
[OS=Saccharomyces cerevisiae 33 G
5288c] YILO77
C
Q02204 54S ribosomal protein L13, 8538 MRPL1 cell organization and mitochondrion;ribosome structural 1.054 1.054 1.00
mitochondrial [0S=Saccharomyces 75 3; biogenesis;metabolic process molecule activity
cerevisiae $288c] YKRO06
C
P22136 ATPase expression protein 2, 8553 AEP2; metabolic process;regulation of mitochondrion RNA binding 0.292 0.292 1.00
mitochondrial [0S=Saccharomyces 25 YMR28 biological process
cerevisiae $288c] 2C
P50945 MICOS complex subunit MIC27 8556 AIM37; cell organization and biogenesis membrane;mitochondrion 0.968 0.968 1.00
[OS=Saccharomyces cerevisiae 23 MIC27;
$288c] YNL100
W
Q06493 LETM1 domain-containing protein 8562 YLH47; cell organization and membrane;mitochondrion 0.61 0.61 1.00
YLH47, mitochondrial 43 YPR125 biogenesis;transport
[0S=Saccharomyces cerevisiae W
5288¢]
P42847 37S ribosomal protein S18, 8554 MRPS1 cell organization and mitochondrion;ribosome RNA 0.54 0.54 1.00
mitochondrial [0S=Saccharomyces 10 8; biogenesis;metabolic process binding;structural
cerevisiae $288c] YNL306 molecule activity
W
P21771 37S ribosomal protein 528, 8519 MRPS2 cell organization and mitochondrion;ribosome RNA 0.438 0.438 1.00
mitochondrial [0S=Saccharomyces 37 8; biogenesis;metabolic process binding;structural
cerevisiae $288c] YDR33 molecule activity
W
Q03201 37S ribosomal protein S10, 8516 RSM10 cell organization and mitochondrion;ribosome structural 0.701 0.701 1.00
mitochondrial [0S=Saccharomyces 11 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YDRO4
1w
Q07914 mitochondrial import inner 8506 PAM18 regulation of biological membrane;mitochondrion enzyme regulator 0.778 0.778 1.00
membrane translocase subunit 94 B process;transport activity;protein
TIM14 [OS=Saccharomyces YLR0O08 binding;transporte
cerevisiae 5288c] C r activity
P25345 Asparagine--tRNA ligase, 8503 SLMS5; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.172 0.172 1.00
mitochondrial [0S=Saccharomyces 88 YCR024 lumen activity;nucleotide
cerevisiae $288c] C binding
P21375 Fumarate reductase 2 8535 0OSM1; metabolic process endoplasmic reticulum;mitochondrion catalytic 0.25 0.25 1.00
[0S=Saccharomyces cerevisiae 10 YJRO51 activity;nucleotide
5288c] W binding
P25038 Translation initiation factor IF-2, 8541 IFM1; cell organization and mitochondrion;nucleus catalytic 0.11 0.11 1.00
mitochondrial [0S=Saccharomyces 35 YOL023 biogenesis;metabolic process activity;nucleotide
cerevisiae 5288c] w binding;RNA
binding
Q06005 Octanoyltransferase, mitochondrial 8509 LIP2; metabolic process cytoplasm;mitochondrion catalytic activity 0.245 0.245 1.00
[OS=Saccharomyces cerevisiae 40 YLR239
5288c] C
P47015 Altered inheritance of mitochondria 8533 AIM23; metabolic process mitochondrion RNA binding 0.35 0.35 1.00
protein 23, mitochondrial 10 YJL131
[0S=Saccharomyces cerevisiae C

5288¢]
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P34222 Peptidyl-tRNA hydrolase 2 8522 PTH2; regulation of biological process cytoplasm;cytosol;membrane;mitochond catalytic 0.425 0.425 1.00
[0S=Saccharomyces cerevisiae 23 YBLO57 rion activity;protein
5288c] C binding
P04803 Tryptophan--tRNA ligase, 8518 MSW1; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.292 0.292 1.00
mitochondrial [0S=Saccharomyces 61 YDR26 lumen activity;nucleotide
cerevisiae 5288c] 8W binding
P22438 Methionine--tRNA ligase, 8530 MSM1; metabolic process cytoplasm;cytosol;mitochondrion;organe catalytic 0.136 0.136 1.00
mitochondrial [0S=Saccharomyces 81 YGR17 lle lumen activity;nucleotide
cerevisiae $288c] 1C binding
P53724 54S ribosomal protein L50, 8557 MRPL5 cell organization and mitochondrion;ribosome structural 0.585 0.585 1.00
mitochondrial [0S=Saccharomyces 56 0; biogenesis;metabolic process molecule activity
cerevisiae $288c] YNRO2
2C
Q07560 Cardiolipin synthase (CMP-forming) 8514 CRD1; cell organization and membrane;mitochondrion catalytic activity 0.166 0.166 1.00
[0S=Saccharomyces cerevisiae 13 YDL142 biogenesis;cellular
5288c] C homeostasis;metabolic process
P49954 probable hydrolase NIT3 8510 NIT3; metabolic process cytoplasm;mitochondrion catalytic activity 0.129 0.129 1.00
[0S=Saccharomyces cerevisiae 65 YLR351
5288¢] C
Q05867 Uncharacterized protein YLR283W, 8509 YLR283 endoplasmic reticulum;membrane;mitochondrion 0.11 0.11 1.00
mitochondrial [0S=Saccharomyces 88 w;
cerevisiae $288c] YLR283
W
Q07534 Solute carrier family 25 member 38 8514 YDL119 metabolic process;transport membrane;mitochondrion structural 0.245 0.245 1.00
homolog [0S=Saccharomyces 39 G molecule
cerevisiae 5288c] HEM25 activity;transporte
B r activity
YDL119
C
P32378 4-hydroxybenzoate 8557 coQ2; metabolic process;transport membrane;mitochondrion catalytic activity 0.292 0.292 1.00
polyprenyltransferase, 78 YNRO4
mitochondrial [0S=Saccharomyces 1C
cerevisiae $288c]
Q07821 Iron-sulfur assembly protein 1 8506 ISA1; cell organization and mitochondrion;organelle lumen metal ion 0.136 0.136 1.00
[OS=Saccharomyces cerevisiae 32 YLLO27 biogenesis;metabolic process binding;structural
5288c] W molecule activity
P41911 Glycerol-3-phosphate 8540 GPD2; metabolic process cytoplasm;cytosol;mitochondrion catalytic 0.089 0.089 1.00
dehydrogenase [NAD(+)] 2, 95 YOLO59 activity;nucleotide
mitochondrial [0S=Saccharomyces W binding;protein
cerevisiae S288c] binding
Q06405 ATP synthase subunit f, 8519 ATP17; metabolic process;transport membrane;mitochondrion catalytic 1.512 1.512 1.00
mitochondrial [0S=Saccharomyces 83 YDR37 activity;transporte
cerevisiae 5288c] W r activity
P38169 Kynurenine 3-monooxygenase 8521 BNA4; metabolic process membrane;mitochondrion catalytic 0.172 0.172 1.00
[0S=Saccharomyces cerevisiae 79 YBL098 activity;nucleotide
5288c] W binding
P08425 phenylalanine--tRNA ligase, 8561 MSF1; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.16 0.16 1.00
mitochondrial [0S=Saccharomyces 60 YPRO47 lumen activity;metal ion
cerevisiae $S288c] w binding;nucleotide
binding;RNA
binding
P32463 Acyl carrier protein, mitochondrial 8536 ACP1; metabolic process;transport mitochondrion 0.259 0.259 1.00
[OS=Saccharomyces cerevisiae 42 YKL192
5288c] C
P38816 thioredoxin reductase 2, 8565 TRR2; cellular homeostasis;metabolic cytoplasm;mitochondrion antioxidant 0.136 0.136 1.00
mitochondrial [0S=Saccharomyces 06 YHR10 process;regulation of biological activity;catalytic
cerevisiae S288c] 6W process;response to stimulus activity
Q06510 Lysophosphatidylcholine 8562 TAZ1; cell organization and membrane;mitochondrion catalytic activity 0.093 0.093 1.00
acyltransferase [0S=Saccharomyces 62 YPR140 biogenesis;metabolic
cerevisiae $288c] W process;transport
P04039 Cytochrome c oxidase polypeptide 8511 COX8; metabolic process;transport membrane;mitochondrion catalytic 0.778 0.778 1.00
VIII, mitochondrial 11 YLR395 activity;transporte
[0S=Saccharomyces cerevisiae C r activity
5288¢]
P10174 cytochrome c oxidase subunit 7 8552 COX7; metabolic process;transport membrane;mitochondrion catalytic 1.154 1.154 1.00
[OS=Saccharomyces cerevisiae 98 YMR25 activity;transporte
5288c] 6C r activity
Q05779 Ubiquinone biosynthesis protein 8508 coQ9; metabolic process membrane;mitochondrion 0.166 0.166 1.00
COQ9, mitochondrial 98 YLR201
[OS=Saccharomyces cerevisiae C
5288c]
P25578 CDP-diacylglycerol--glycerol-3- 8503 PGS1; metabolic process mitochondrion catalytic 0.083 0.083 1.00
phosphate 3- 52 YCLOO4 activity;nucleotide
phosphatidyltransferase W binding
[OS=Saccharomyces cerevisiae
5288c]
P07251 ATP synthase subunit alpha, 8521 ATP1; metabolic process;transport cytosol;membrane;mitochondrion catalytic 34.93 37.31 1.07
mitochondrial [0S=Saccharomyces 77 YBL099 activity;nucleotide 8 2
cerevisiae $288c] w binding;transporte
r activity
P32316 acetyl-CoA hydrolase 8522 ACH1; metabolic process cytoplasm;cytosol;mitochondrion catalytic activity 15.29 16.47 1.08
[0S=Saccharomyces cerevisiae 66 YBLO15 8 5
5288¢] w
P32454 Aminopeptidase 2, mitochondrial 8536 APE2; metabolic process cytoplasm;extracellular;membrane;mitoc catalytic 0.973 1.049 1.08
[OS=Saccharomyces cerevisiae 99 YKL157 hondrion;nucleus activity;metal ion
5288c] % binding
P40495 Homoisocitrate dehydrogenase, 8547 LYS12; metabolic process mitochondrion catalytic 4.109 4.623 1.13
mitochondrial [0S=Saccharomyces 14 YIL0O94 activity;metal ion
cerevisiae 5288c] C binding;nucleotide

binding

110




Q01163 37S ribosomal protein $23, 8527 RSM23 cell organization and mitochondrion;ribosome catalytic 0.983 1.11 1.13
mitochondrial [0S=Saccharomyces 48 ; biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] YGL129 binding;RNA
C binding;structural
molecule activity
P04840 Mitochondrial outer membrane 8556 POR1; cell death;cell organization and cytoplasm;membrane;mitochondrion transporter 15.23 17.33 1.14
protein porin 1 [0S=Saccharomyces 69 YNLOS5 biogenesis;cellular activity 8
cerevisiae 5288c] C homeostasis;regulation of biological
process;transport
P06208-1 2-isopropylmalate synthase 8556 LEU4; metabolic process cytoplasm;mitochondrion catalytic 5.236 6.017 1.15
[0S=Saccharomyces cerevisiae 19 YNL104 activity;protein
5288c] C binding
P34227 Mitochondrial peroxiredoxin PRX1 8522 PRX1; cellular homeostasis;metabolic mitochondrion antioxidant 5.158 5.952 1.15
[0S=Saccharomyces cerevisiae 15 YBLO64 process;regulation of biological activity;catalytic
5288c] C process;response to stimulus activity
P53292 37S ribosomal protein S35, 8530 MRPS3 cell organization and mitochondrion;ribosome structural 1.512 1.754 1.16
mitochondrial [0S=Saccharomyces 75 5; biogenesis;metabolic process molecule activity
cerevisiae $288c] YGR16
5W
P00360 glyceraldehyde-3-phosphate 8533 TDH1; metabolic process cytoplasm;cytosol;membrane;mitochond catalytic 1.721 2.008 1.17
dehydrogenase 1 95 YJLO52 rion activity;nucleotide
[OS=Saccharomyces cerevisiae w binding
5288¢]
P53206 putative cysteine synthase 8528 YGRO1 metabolic process mitochondrion catalytic activity 0.817 0.978 1.20
[OS=Saccharomyces cerevisiae 95 2W;
$288c] YGRO1
2W
P20967 2-oxoglutarate dehydrogenase, 8546 KGD1; metabolic process cytosol;mitochondrion;organelle lumen catalytic activity 11.42 13.78 1.21
mitochondrial [0S=Saccharomyces 81 YIL125 6 5
cerevisiae 5288c] W
P39952 Mitochondrial inner membrane 8568 OXA1; cell organization and membrane;mitochondrion transporter 1.371 1.738 1.27
protein OXA1 [0S=Saccharomyces 98 YER154 biogenesis;transport activity
cerevisiae $288c] W
P28241 Isocitrate dehydrogenase [NAD] 8543 IDH2; metabolic process mitochondrion;organelle lumen catalytic 3.642 4.78 1.31
subunit 2, mitochondrial 03 YOR13 activity;metal ion
[0S=Saccharomyces cerevisiae 6W binding;nucleotide
$288c] binding;protein
binding;RNA
binding
P38988 Mitochondrial GTP/GDP carrier 8513 GGC1; cell organization and membrane;mitochondrion structural 3.16 4.179 1.32
protein 1 [0S=Saccharomyces 29 YDL198 biogenesis;cellular molecule
cerevisiae $288c] C homeostasis;metabolic activity;transporte
process;transport r activity
P25087 Sterol 24-C-methyltransferase 8550 ERG6; metabolic process endoplasmic catalytic activity 1.424 1.894 1.33
[0S=Saccharomyces cerevisiae 03 YMLOO reticulum;membrane;mitochondrion
5288¢] 8C
P12695 Dihydrolipoyllysine-residue 8556 LAT1; metabolic process mitochondrion;organelle lumen catalytic activity 6.43 9 1.40
acetyltransferase component of 53 YNLO71
pyruvate dehydrogenase complex, W
mitochondrial [0S=Saccharomyces
cerevisiae 5288c]
P36517 54S ribosomal protein L4, 8511 MRPL4; cell organization and mitochondrion;ribosome structural 0.369 0.52 1.41
mitochondrial [0S=Saccharomyces 60 YLR439 biogenesis;metabolic process molecule activity
cerevisiae 5288c] W
P40416 Iron-sulfur clusters transporter 8553 ATM1; cellular homeostasis;metabolic membrane;mitochondrion catalytic 0.453 0.645 1.42
ATM1, mitochondrial 47 YMR30 process;transport activity;nucleotide
[OS=Saccharomyces cerevisiae 1C binding;transporte
$5288c] r activity
Q12374 Nuclear control of ATPase protein 2 8562 NCA2; metabolic process membrane;mitochondrion 0.468 0.668 1.43
[0S=Saccharomyces cerevisiae 78 YPR155
5288¢] C
P32939 GTP-binding protein ypt7 8550 YPT7; cell communication;cell cytosol;endosome;membrane;mitochond catalytic 0.585 0.848 1.45
[0S=Saccharomyces cerevisiae 12 YMLOO organization and rion;vacuole activity;nucleotide
$288c] 1w biogenesis;metabolic binding;protein
process;regulation of biological binding
process;response to
stimulus;transport
Q07651 SUR7 family protein FMP45 8513 FMP45; cell differentiation;cell organization membrane;mitochondrion 4.878 7.377 1.51
[0S=Saccharomyces cerevisiae 04 YDL222 and biogenesis
5288¢] C
P33303 Succinate/fumarate mitochondrial 8535 SFC1; metabolic process;transport membrane;mitochondrion structural 9 13.67 1.52
transporter [0S=Saccharomyces 58 YJR0O95 molecule 8
cerevisiae 5288c] W activity;transporte
r activity
P30624 Long-chain-fatty-acid--CoA ligase 1 8544 FAAL; metabolic process;transport endoplasmic catalytic 4.549 7.072 1.55
[OS=Saccharomyces cerevisiae 95 YOR31 reticulum;membrane;mitochondrion activity;nucleotide
5288c] 7W binding
P00890 citrate synthase, mitochondrial 8557 CIT1; metabolic process;transport cytosol;mitochondrion;organelle lumen catalytic activity 9 14.08 1.57
[OS=Saccharomyces cerevisiae 32 YNROO 6
5288c] 1Cc
P34231 Uncharacterized protein YKL187C 8536 FAT3; cell organization and membrane;mitochondrion 0.194 0.304 1.57
[0S=Saccharomyces cerevisiae 48 YKL187 biogenesis;transport
5288¢] G
YKL187
C
Q01852 Mitochondrial import inner 8547 TIM44; transport membrane;mitochondrion nucleotide 3.758 5.898 1.57
membrane translocase subunit 90 YILO22 binding;protein
TIM44 [0S=Saccharomyces w binding

cerevisiae $288c]

111




Q06485 Autophagy-related protein 33 8510 ATG33; cell communication;metabolic membrane;mitochondrion 1.371 2.162 1.58
[0S=Saccharomyces cerevisiae 70 YLR356 process;response to stimulus
5288¢] w
Q12251 Uncharacterized mitochondrial 8561 YPRO11 metabolic process;transport membrane;mitochondrion structural 0.245 0.389 1.59
carrier YPRO11C 21 C; molecule
[0S=Saccharomyces cerevisiae YPRO11 activity;transporte
5288c] C r activity
P50110 Sorting assembly machinery 37 kDa 8550 SAM37 cell organization and membrane;mitochondrion protein binding 0.245 0.389 1.59
subunit [0S=Saccharomyces 82 B biogenesis;transport
cerevisiae $288c] YMRO6
0ocC
P41735 5-demethoxyubiquinone 8542 CATS; metabolic process membrane;mitochondrion catalytic 0.334 0.54 1.62
hydroxylase, mitochondrial 92 YOR12 activity;metal ion
[OS=Saccharomyces cerevisiae 5C binding
5288c]
Q12375 mitochondrial ornithine transporter 8542 ORT1; metabolic process;transport membrane;mitochondrion structural 0.334 0.54 1.62
1 [OS=Saccharomyces cerevisiae 97 YOR13 molecule
5288c] ocC activity;transporte
r activity
Q03327 Mitochondrial fusion and transport 8520 UGO1; cell organization and membrane;mitochondrion protein 0.425 0.701 1.65
protein Ugo1 [0S=Saccharomyces 81 YDR47 biogenesis;metabolic process binding;structural
cerevisiae S288c] 0C molecule activity
P00942 Triosephosphate isomerase 8516 TPI1; metabolic process cytoplasm;cytosol;membrane;mitochond catalytic activity 0.425 0.701 1.65
[OS=Saccharomyces cerevisiae 20 YDRO5 rion
5288¢] 0C
P38297 Mitofusin FZO1 [OS=Saccharomyces 8524 Fz01; cell organization and biogenesis membrane;mitochondrion catalytic 0.142 0.248 1.75
cerevisiae $288c] 77 YBR179 activity;nucleotide
C binding;protein
binding
P39002 long-chain-fatty-acid--CoA ligase 3 8548 FAA3; metabolic process catalytic 0.334 0.585 1.75
[OS=Saccharomyces cerevisiae 08 YILO09 activity;nucleotide
5288c] W binding
P21801 Succinate dehydrogenase 8506 SDH2; metabolic process;transport membrane;mitochondrion catalytic 18.68 32.83 1.76
[ubiquinone] iron-sulfur subunit, 85 YLLO41 activity;metal ion 4 9
mitochondrial [0S=Saccharomyces C binding
cerevisiae 5288c]
P19882 heat shock protein 60, 8509 HSP60; cell organization and cytoplasm;cytosol;membrane;mitochond catalytic 22.35 39.29 1.76
mitochondrial [0S=Saccharomyces 63 YLR259 biogenesis;metabolic rion;organelle lumen activity;DNA 7 6
cerevisiae 5288c] C process;regulation of biological binding;nucleotide
process;transport binding;protein
binding
P39515 mitochondrial import inner 8532 TIM17; cell organization and membrane;mitochondrion protein 0.778 1.371 1.76
membrane translocase subunit 98 YiL143 biogenesis;transport binding;transporte
Tim17 [OS=Saccharomyces w r activity
cerevisiae 5288c]
P09624 Dihydrolipoyl dehydrogenase, 8505 LPD1; cellular homeostasis;metabolic mitochondrion;organelle lumen catalytic 21.53 43.36 2.01
mitochondrial [0S=Saccharomyces 27 YFLO18 process;regulation of biological activity;nucleotide 9 7
cerevisiae S288c] C process binding
Q00402 Nuclear migration protein NUM1 8517 NUM1; cell organization and endoplasmic reticulum;mitochondrion catalytic 0.025 0.052 2.08
[0S=Saccharomyces cerevisiae 27 YDR15 biogenesis;cellular component activity;motor
$288c] ow movement;metabolic activity;protein
process;regulation of biological binding
process;transport
Q02863 ubiquitin carboxyl-terminal 8560 UBP16; metabolic process membrane;mitochondrion catalytic activity 0.072 0.15 2.08
hydrolase 16 [0S=Saccharomyces 32 YPLO72
cerevisiae $288c] W
P40015 inositol phosphosphingolipids 8567 1SC1; metabolic process;response to endoplasmic catalytic 0.101 0.212 2.10
phospholipase C 39 YERO19 stimulus reticulum;membrane;mitochondrion activity;metal ion
[OS=Saccharomyces cerevisiae w binding
5288c]
P38271 Protein OPY1 [OS=Saccharomyces 8524 OPY1; cytoplasm;mitochondrion 0.129 0.274 2.12
cerevisiae 5288c] 26 YBR129
C
P38884 Altered inheritance of mitochondria 8566 AIM18; mitochondrion catalytic activity 0.145 0.311 2.14
protein 18, mitochondrial 05 YHR19
[OS=Saccharomyces cerevisiae 8C
5288c]
Q08926 ULP1-interacting protein 4 8559 UIP4; endoplasmic reticulum;membrane;mitochondrion;nucleus 0.136 0.292 2.15
[0S=Saccharomyces cerevisiae 16 YPL186
5288¢] C
P41921 glutathione reductase 8560 GLR1; cellular homeostasis;metabolic cytoplasm;cytosol;mitochondrion;nucleu antioxidant 0.155 0.334 2.15
[OS=Saccharomyces cerevisiae 14 YPLO91 process;regulation of biological s activity;catalytic
5288c] w process;response to stimulus activity;nucleotide
binding
P16547 Mitochondrial outer membrane 8546 OM45; membrane;mitochondrion 250.1 574.4 2.30
protein OM45 [OS=Saccharomyces 70 YIL136 89 4
cerevisiae $288c] W
P28737 Protein MSP1 [OS=Saccharomyces 8529 MSP1; cell organization and membrane;mitochondrion;nucleus catalytic 0.259 0.778 3.00
cerevisiae $288c] 15 YGR02 biogenesis;metabolic activity;nucleotide
8W process;regulation of biological binding;protein
process;response to binding;RNA
stimulus;transport binding
P40496 37S ribosomal protein S25, 8547 RSM25 cell organization and mitochondrion;ribosome structural 0.292 0.896 3.07
mitochondrial [0S=Saccharomyces 15 ; biogenesis;metabolic process molecule activity
cerevisiae $288c] YILO93
C
Q2Vv2P9 Uncharacterized protein YDR119W- 3799 COX26; membrane;mitochondrion 1.154 3.642 3.16
A [0S=Saccharomyces cerevisiae 970 YDR11
5288c] 9W-A
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P53925 Uncharacterized vacuolar 8556 YNL115 membrane;vacuole 0.072 0.233 3.24
membrane protein YNL115C 08 G
[0S=Saccharomyces cerevisiae YNL115
5288¢] C
P32792 UPF0744 protein YSC83 8564 YSC83; membrane;mitochondrion 0.11 0.52 4.73
[0S=Saccharomyces cerevisiae 10 YHRO1
5288¢] 7W
P49334 Mitochondrial import receptor 8555 TOM22 cell organization and membrane;mitochondrion protein 0.292 1.783 6.11
subunit tom22 [0S=Saccharomyces 92 B biogenesis;transport binding;transporte
cerevisiae 5288c] YNL131 r activity
w
Q08245 protein ZEO1 [OS=Saccharomyces 8540 ZEO1; cell organization and biogenesis membrane;mitochondrion protein binding 1.512 11.58 7.66
cerevisiae $288c] 40 YOL109 9
w
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Supplemental Table S6. The relative concentrations of proteins in mitochondria purified from
WT or upsiA cells cultured without LCA. Mitochondria were purified from WT or upsi4 cells
recovered on day 7 of cell culturing without LCA. Mass spectrometry-based identification and
quantitation of proteins recovered in purified mitochondria were performed as described in Materials
and methods. The exponentially modified protein abundance index (emPAl) provided by the "Proteome
Discoverer” software was used to calculate the relative abundance of mitochondrial proteins between
specified datasets. Data on the relative concentrations of mitochondrial proteins are presented as means
of 2 independent experiments.

Accession Description Entre Gene Biological Process Cellular Component Molecular emP emPA Rati
z D Function Al 1 ups1 o
Gene WT ups1
D /WT
P36527 54S ribosomal protein L28, 8520 MRPL2 cell organization and biogenesis; mitochondrion; ribosome structural molecule 4.337 0.233 0.05
mitochondrial 73 8 metabolic process activity
Q04935 Cytochrome c oxidase protein 20, 8518 COX20; cell organization and membrane;mitochondrion protein binding 1.894 0.194 0.10
mitochondrial [0S=Saccharomyces 17 YDR23 biogenesis;metabolic process
cerevisiae $288c] 1C
P08525 Cytochrome b-c1 complex subunit 8 8532 QCRS; metabolic process;transport membrane;mitochondrion catalytic 531 0.585 0.11
[OS=Saccharomyces cerevisiae S288c] 73 YIL166 activity;transporter
W activity
P38341 MICOS complex subunit MIC12 8525 AIM5; cell organization and biogenesis membrane;mitochondrion 2.594 0.292 0.11
[OS=Saccharomyces cerevisiae S288c] 66 MIC12;
YBR262
C
P07253 cytochrome B pre-mRNA-processing 8524 CBP6; cell organization and mitochondrion;ribosome 3.394 0.389 0.11
protein 6 [0S=Saccharomyces 17 YBR120 biogenesis;metabolic
cerevisiae 5288c] C process;regulation of biological
process
P36141 Putative redox protein fmp46, 8539 FMP46; metabolic process mitochondrion catalytic 4.337 0.52 0.12
mitochondrial [0S=Saccharomyces 23 YKRO49 activity;protein
cerevisiae 5288c] C binding
P53219 Abhydrolase domain-containing 8529 IM032; metabolic process;transport mitochondrion catalytic activity 0.73 0.116 0.16
protein IMO32 [OS=Saccharomyces 19 YGRO3
cerevisiae 5288c] 1w
P00045 Cytochrome c iso-2 8566 CYC7; metabolic process;transport mitochondrion metal ion binding 1.512 0.259 0.17
[0S=Saccharomyces cerevisiae $288c] 72 YELO39
C
Q12032 Altered inheritance of mitochondria 8543 AlM41; mitochondrion catalytic activity 1.154 0.212 0.18
protein 41, mitochondrial 90 YOR21
[0S=Saccharomyces cerevisiae $288c] 5C
P32799 Cytochrome c oxidase subunit 6A, 8526 COX13; cell organization and membrane;mitochondrion catalytic 11.58 2.162 0.19
mitochondrial [0S=Saccharomyces 84 YGL191 biogenesis;metabolic activity;enzyme 9
cerevisiae 5288c] w process;regulation of biological regulator
process;transport activity;transporter
activity
P38175 37S ribosomal protein MRP21, 8521 MRP21 cell organization and mitochondrion;ribosome structural molecule 1.031 0.194 0.19
mitochondrial [0S=Saccharomyces 88 ; biogenesis;metabolic process activity
cerevisiae $S288c] YBL0O90
W
P53305 Mitochondrial 37S ribosomal protein 8531 RSM27 cell organization and mitochondrion;ribosome structural molecule 2.162 0.468 0.22
$27 [0S=Saccharomyces cerevisiae 29 ; biogenesis;metabolic process activity
5288c] YGR21
S5W
P54115 Magnesium-activated aldehyde 8560 ALDS6; metabolic process;response to cytoplasm;cytosol;mitochondrion catalytic activity 0.346 0.077 0.22
dehydrogenase, cytosolic 44 YPLO61 stimulus
[OS=Saccharomyces cerevisiae S288c] W
P22438 Methionine--tRNA ligase, 8530 MSM1; metabolic process cytoplasm;cytosol;mitochondrion;organe catalytic 0.292 0.066 0.23
mitochondrial [0S=Saccharomyces 81 YGR17 lle lumen activity;nucleotide
cerevisiae $288c] 1C binding
P18496 Mitochondrial ATPase complex 8511 ATP10; cell organization and biogenesis cytoplasm;membrane;mitochondrion protein binding 1.818 0.413 0.23
subunit ATP10 [0S=Saccharomyces 09 YLR393
cerevisiae 5288c] W
P18900 hexaprenyl pyrophosphate synthase, 8522 coaQi; metabolic process membrane;mitochondrion catalytic 0.711 0.166 0.23
mitochondrial [0S=Saccharomyces 88 YBR003 activity;metal ion
cerevisiae $288c] w binding;protein
binding
P48360 Probable NADPH:adrenodoxin 8519 ARH1; cellular homeostasis;metabolic cytoplasm;membrane;mitochondrion;org catalytic activity 0.682 0.16 0.23
oxidoreductase, mitochondrial 82 YDR37 process;transport anelle lumen
[0S=Saccharomyces cerevisiae $288c] 6W
P81449 ATP synthase subunit e, 8519 TIM11; cell organization and membrane;mitochondrion catalytic 9 2.162 0.24
mitochondrial [0S=Saccharomyces 22 YDR32 biogenesis;metabolic activity;structural
cerevisiae $288c] 2C-A process;transport molecule
activity;transporter
activity
Q02784 Monothiol glutaredoxin-5, 8560 GRX5; cell organization and mitochondrion;organelle lumen catalytic 2.594 0.668 0.26
mitochondrial [0S=Saccharomyces 48 YPLO59 biogenesis;cellular activity;metal ion
cerevisiae 5288c] w homeostasis;metabolic binding
process;regulation of biological
process;response to stimulus
Q6Q560 Protein isd11 [0S=Saccharomyces 8567 I1SD11; cell organization and mitochondrion;organelle lumen catalytic 2.594 0.668 0.26
cerevisiae 5288c] 74 YER048 biogenesis;metabolic process activity;protein
W-A binding
Q08223 Altered inheritance of mitochondria 8541 AIM39; cytosol;membrane;mitochondrion 0.995 0.259 0.26
protein 39, mitochondrial 03 YOL053
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[0S=Saccharomyces cerevisiae $288c] w
P40581 peroxiredoxin HYR1 8548 HYR1; metabolic process;response to cytoplasm;cytosol;mitochondrion;organe antioxidant 0.995 0.259 0.26
[0S=Saccharomyces cerevisiae $288c] 55 YIR037 stimulus lle lumen activity;catalytic
W activity
P36163 mitochondrial metalloendopeptidase 8539 OMAL; metabolic process membrane;mitochondrion catalytic 0.931 0.245 0.26
OMA1 [0S=Saccharomyces cerevisiae 62 YKRO87 activity;metal ion
5288c] C binding
P47140 Altered inheritance rate of 8535 AIM25; cell organization and biogenesis membrane;mitochondrion transporter activity 0.874 0.233 0.27
mitochondria protein 25 63 YJR100
[0S=Saccharomyces cerevisiae $288c] C
P53875 54S ribosomal protein L19, 8555 MRPL1 cell organization and mitochondrion;ribosome RNA 0.874 0.233 0.27
mitochondrial [0S=Saccharomyces 36 9; biogenesis;metabolic process binding;structural
cerevisiae $288c] YNL185 molecule activity
C
P40858 54S ribosomal protein L49, 8533 MRPL4 cell organization and mitochondrion;ribosome RNA 0.778 0.212 0.27
mitochondrial [0S=Saccharomyces 49 9; biogenesis;metabolic process binding;structural
cerevisiae $288c] YJLO96 molecule activity
W
P40165 NAD(P)H-hydrate epimerase 8555 YNL200 metabolic process cytoplasm;mitochondrion catalytic 1.61 0.468 0.29
[0S=Saccharomyces cerevisiae $288c] 21 G activity;metal ion
YNL200 binding;nucleotide
C binding
P38271 Protein OPY1 [0S=Saccharomyces 8524 OPY1; cytoplasm;mitochondrion 0.438 0.129 0.29
cerevisiae $288c] 26 YBR129
C
P21560 Protein CBP3, mitochondrial 8558 CBP3; cell organization and membrane;mitochondrion;ribosome 1.031 0.304 0.29
[0S=Saccharomyces cerevisiae $288c] 86 YPL215 biogenesis;regulation of
W biological process
Q06236 Mitochondrial inner membrane 8508 SHH4; metabolic process membrane;mitochondrion catalytic 4.623 1.371 0.30
protein SHH4 [OS=Saccharomyces 61 YLR164 activity;metal ion
cerevisiae 5288c] W binding
P38705 Serine--tRNA ligase, mitochondrial 8564 DIA4; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.233 0.072 0.31
[0S=Saccharomyces cerevisiae $288c] 02 YHRO1 lumen activity;nucleotide
1w binding
Q02863 ubiquitin carboxyl-terminal hydrolase 8560 UBP16; metabolic process membrane;mitochondrion catalytic activity 0.233 0.072 0.31
16 [0S=Saccharomyces cerevisiae 32 YPLO72
5288¢] w
P39722 Mitochondrial Rho GTPase 1 8512 GEM1; cell organization and membrane;mitochondrion catalytic 0.189 0.059 0.31
[OS=Saccharomyces cerevisiae S288c] 49 YAL048 biogenesis;regulation of activity;metal ion
C biological process;response to binding;nucleotide
stimulus;transport binding
Q01519 Cytochrome c oxidase subunit 6b 8507 COX12; cell organization and mitochondrion catalytic 3.642 1.154 0.32
[OS=Saccharomyces cerevisiae $288c] 27 YLRO38 biogenesis;metabolic activity;transporter
C process;transport activity
P42847 37S ribosomal protein S18, 8554 MRPS1 cell organization and mitochondrion;ribosome RNA 1.054 0.334 0.32
mitochondrial [0S=Saccharomyces 10 8; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YNL306 molecule activity
W
Q03653 protein EFR3 [0S=Saccharomyces 8552 EFR3; membrane;mitochondrion 0.148 0.047 0.32
cerevisiae $288c] 52 YMR21
2C
P11914 Mitochondrial-processing peptidase 8564 MAS2; metabolic process;transport membrane;mitochondrion;organelle catalytic 2.311 0.738 0.32
subunit alpha [0S=Saccharomyces 19 YHRO2 lumen activity;metal ion
cerevisiae $288c] 4ac binding;protein
binding
Q03798 Altered inheritance of mitochondria 8551 AIM36; membrane;mitochondrion 1.336 0.438 0.33
protein 36, mitochondrial 89 YMR15
[OS=Saccharomyces cerevisiae S288c] 7C
P14908 Mitochondrial transcription factor 1 8552 MTF1; metabolic process;regulation of mitochondrion;organelle lumen catalytic 0.778 0.259 0.33
[0S=Saccharomyces cerevisiae $288c] 68 YMR22 biological process activity;DNA
8W binding;RNA
binding
P10834 protein PET54 [OS=Saccharomyces 8531 PET54; metabolic process;regulation of membrane;mitochondrion;organelle nucleotide 0.688 0.233 0.34
cerevisiae 5288c] 37 YGR22 biological process lumen binding;RNA
2W binding;translation
regulator activity
Q12349 ATP synthase subunit H, 8510 ATP14; cell organization and membrane;mitochondrion catalytic 2.728 0.931 0.34
mitochondrial [0S=Saccharomyces 02 YLR295 biogenesis;metabolic activity;transporter
cerevisiae $288c] C process;transport activity
Q05648 MIOREX complex component 10 8518 YDR28 membrane;mitochondrion 0.65 0.222 0.34
[0S=Saccharomyces cerevisiae $288c] 76 2C;
MRX10
YDR28
2C
P38088 Glycine--tRNA ligase 1, mitochondrial GRS1 metabolic process cytoplasm;mitochondrion;organelle catalytic 0.616 0.212 0.34
[0S=Saccharomyces cerevisiae $288c] lumen activity;nucleotide
binding;protein
binding
P53166 ATP-dependent RNA helicase mrh4, 8528 MRH4; cell organization and mitochondrion;organelle lumen catalytic 1.412 0.501 0.35
mitochondrial [0S=Saccharomyces 16 YGLO64 biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] C binding;RNA
binding
P36516 54S ribosomal protein L3, 8550 MRPL3; cell organization and mitochondrion;nucleus;ribosome catalytic 1.043 0.374 0.36
mitochondrial [0S=Saccharomyces 39 YMRO02 biogenesis;metabolic activity;RNA
cerevisiae 5288c] A process;response to stimulus binding;structural
molecule activity
P38120 37S ribosomal protein S9, 8524 MRPS9 cell organization and mitochondrion;ribosome RNA 3.437 1.254 0.36
mitochondrial [0S=Saccharomyces 43 ; biogenesis;metabolic process binding;structural

;
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cerevisiae 5288c] YBR146 molecule activity
W
P38885 Altered inheritance of mitochondria 8566 AIM46; mitochondrion catalytic activity 1.994 0.73 0.37
protein 46, mitochondrial 06 YHR19
[0S=Saccharomyces cerevisiae $288c] 9C
P48527 Tyrosine--tRNA ligase, mitochondrial 8560 MSY1; metabolic process cytoplasm;cytosol;mitochondrion;organe catalytic 0.63 0.233 0.37
[0S=Saccharomyces cerevisiae $288c] 07 YPLO97 lle lumen activity;nucleotide
W binding;RNA
binding
P38323 ATP-dependent clpX-like chaperone, 8525 MCX1; metabolic process membrane;mitochondrion;organelle catalytic 0.607 0.225 0.37
mitochondrial [0S=Saccharomyces 28 YBR227 lumen activity;nucleotide
cerevisiae $288c] C binding
P00044 Cytochrome c iso-1 8535 CYC1; metabolic process;transport mitochondrion metal ion 12.33 4.623 0.37
[0S=Saccharomyces cerevisiae $288c] 07 YJRO48 binding;protein 5
W binding
P40035 Mitochondrial phosphate carrier 8567 PIC2; cellular homeostasis;metabolic membrane;mitochondrion structural molecule 2.793 1.069 0.38
protein 2 [0S=Saccharomyces 79 YERO53 process;transport activity;transporter
cerevisiae $288c] C activity
P32453 Protein ATP11, mitochondrial 8554 ATP11; cell organization and biogenesis mitochondrion protein binding 1.512 0.585 0.39
[0S=Saccharomyces cerevisiae $288c] 01 YNL315
C
P38127 mitochondrial carrier protein RIM2 8524 RIM2; cell organization and membrane;mitochondrion structural molecule 1.512 0.585 0.39
[OS=Saccharomyces cerevisiae S288c] 91 YBR192 biogenesis;metabolic activity;transporter
W process;transport activity
Q01163 37S ribosomal protein 523, 8527 RSM23 cell organization and mitochondrion;ribosome catalytic 4.367 1.707 0.39
mitochondrial [0S=Saccharomyces 48 ; biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] YGL129 binding;RNA
C binding;structural
molecule activity
P40452 Cytochrome c oxidase assembly 8546 COAL; cell organization and biogenesis membrane;mitochondrion protein binding 1.31 0.52 0.40
factor 1 [OS=Saccharomyces 49 YIL157
cerevisiae 5288c] C
P43594 MICOS complex subunit MIC19 8505 AIM13; cell organization and biogenesis cytoplasm;membrane;mitochondrion 131 0.52 0.40
[0S=Saccharomyces cerevisiae $288c] 63 MIC19;
YFRO11
C
P47015 Altered inheritance of mitochondria 8533 AIM23; metabolic process mitochondrion RNA binding 1.228 0.492 0.40
protein 23, mitochondrial 10 YJL131
[0S=Saccharomyces cerevisiae $288c] C
P36517 54S ribosomal protein L4, 8511 MRPL4; cell organization and mitochondrion;ribosome structural molecule 2.162 0.874 0.40
mitochondrial [0S=Saccharomyces 60 YLR439 biogenesis;metabolic process activity
cerevisiae S288c] W
P40496 37S ribosomal protein S25, 8547 RSM25 cell organization and mitochondrion;ribosome structural molecule 1.154 0.468 0.41
mitochondrial [0S=Saccharomyces 15 B biogenesis;metabolic process activity
cerevisiae $288c] YILO93
C
P23833 Protein SCO1, mitochondrial 8523 SCO1; cell organization and membrane;mitochondrion antioxidant 1.154 0.468 0.41
[0S=Saccharomyces cerevisiae $288c] 25 YBRO37 biogenesis;cellular activity;catalytic
C homeostasis;response to activity;metal ion
stimulus;transport binding
P48569 Uncharacterized protein YDL183C 8513 YDL183 transport 1.069 0.438 0.41
[0S=Saccharomyces cerevisiae $288c] 45 C;
YDL183
C
P36066 Protein MRG3-like 8537 YKL133 metabolic process membrane;mitochondrion protein binding 1.054 0.433 0.41
[0S=Saccharomyces cerevisiae $288c] 25 C;
YKL133
C
P25573 Mitochondrial inner membrane i-AAA 8503 MGR1; metabolic process membrane;mitochondrion protein binding 1.031 0.425 0.41
protease supercomplex subunit 13 YCLO44
MGR1 [OS=Saccharomyces cerevisiae C
5288¢]
P35180 mitochondrial import receptor 8529 TOM20 cell organization and membrane;mitochondrion protein 1.031 0.425 0.41
subunit Tom20 [0S=Saccharomyces 73 B biogenesis;transport binding;transporter
cerevisiae 5288c] YGRO8 activity
2W
Q02608 37S ribosomal protein S16, 8560 MRPS1 cell organization and mitochondrion;ribosome structural molecule 0.931 0.389 0.42
mitochondrial [0S=Saccharomyces 94 6; biogenesis;metabolic process activity
cerevisiae 5288c] YPLO13
C
P46998 mitochondrial membrane protein 8532 FMP33; membrane;mitochondrion 0.778 0.334 0.43
FMP33 [0S=Saccharomyces 79 YiL161
cerevisiae $288c] W
P22354 54S ribosomal protein L20, 8539 MRPL2 cell organization and mitochondrion;ribosome structural molecule 2.162 0.931 0.43
mitochondrial [0S=Saccharomyces 60 0; biogenesis;metabolic process activity
cerevisiae 5288c] YKRO85
C
Q12305 Thiosulfate sulfurtransferase RDL1, 8544 RDL1; endoplasmic catalytic activity 0.668 0.292 0.44
mitochondrial [0S=Saccharomyces 59 YOR28 reticulum;membrane;mitochondrion
cerevisiae 5288c] 5W
P14063 54S ribosomal protein L31, 8537 MRPL3 cell organization and mitochondrion;ribosome structural molecule 0.668 0.292 0.44
mitochondrial [0S=Saccharomyces 20 1; biogenesis;metabolic process activity
cerevisiae $288c] YKL138
C
P40416 Iron-sulfur clusters transporter 8553 ATM1; cellular homeostasis;metabolic membrane;mitochondrion catalytic 0.645 0.283 0.44
ATM1, mitochondrial 47 YMR30 process;transport activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] 1C binding;transporter
activity
P42844 Mitochondrial protein import protein 8554 ZIM17; cell organization and membrane;mitochondrion;organelle metal ion 0.585 0.259 0.44
ZIM17 [OS=Saccharomyces cerevisiae 06 YNL310 biogenesis;metabolic lumen binding;protein
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5288c] C process;regulation of biological binding
process;response to
stimulus;transport
P36528 54S ribosomal protein L17, 8554 MRPL1 cell organization and mitochondrion;ribosome structural molecule 0.52 0.233 0.45
mitochondrial [0S=Saccharomyces 69 7; biogenesis;metabolic process activity
cerevisiae $288c] YNL252
C
Q12487 54S ribosomal protein L23, 8543 MRPL2 cell organization and mitochondrion;ribosome;vacuole RNA 0.52 0.233 0.45
mitochondrial [0S=Saccharomyces 21 3; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YOR15 molecule activity
ow
P34224 Uncharacterized protein YBLO59W 8522 YBLO59 membrane;mitochondrion 0.468 0.212 0.45
[0S=Saccharomyces cerevisiae $288c] 21 w;
YBLO59
W
P42900 Sigma-like sequence protein 1, 8508 SLS1; cell organization and membrane;mitochondrion protein binding 0.425 0.194 0.46
mitochondrial [0S=Saccharomyces 30 YLR139 biogenesis;metabolic process
cerevisiae 5288c] C
P32839 Mitochondrial chaperone BCS1 8519 BCS1; cell organization and cytosol;membrane;mitochondrion catalytic 0.425 0.194 0.46
[0S=Saccharomyces cerevisiae $288c] 81 YDR37 biogenesis;metabolic activity;nucleotide
5C process;response to binding;transporter
stimulus;transport activity
Q08970 Mitochondrial metal transporter 2 8558 MMT2; cellular homeostasis;regulation membrane;mitochondrion transporter activity 0.407 0.186 0.46
[OS=Saccharomyces cerevisiae S288c] 77 YPL224 of biological process;response
C to stimulus;transport
P32266 Dynamin-like GTPase MGM1, 8543 MGM1; cell organization and biogenesis membrane;mitochondrion catalytic 0.389 0.179 0.46
mitochondrial [0S=Saccharomyces 86 YOR21 activity;nucleotide
cerevisiae 5288c] 1C binding;protein
binding
P03879 Intron-encoded RNA maturase bl4 8545 Bl4; metabolic process membrane;mitochondrion catalytic 0.389 0.179 0.46
[OS=Saccharomyces cerevisiae S288c] 82 Q0120 activity;RNA
binding
Q05779 Ubiquinone biosynthesis protein 8508 coQ9; metabolic process membrane;mitochondrion 0.359 0.166 0.46
COQY, mitochondrial 98 YLR201
[OS=Saccharomyces cerevisiae S288c] C
P36523 54S ribosomal protein L15, 8510 MRPL1 cell organization and mitochondrion;ribosome catalytic 0.334 0.155 0.46
mitochondrial [0S=Saccharomyces 22 5; biogenesis;metabolic process activity;RNA
cerevisiae $288c] YLR312 binding;structural
W-A molecule activity
P81450 ATP synthase subunit J, 8548 ATP18; cell organization and membrane;mitochondrion catalytic 4.623 2.162 0.47
mitochondrial [0S=Saccharomyces 93 YMLO8 biogenesis;metabolic activity;transporter
cerevisiae $288c] 1C-A process;transport activity
P25270 rRNA methyltransferase 1, 8543 MRM1; metabolic process mitochondrion catalytic 0.274 0.129 0.47
mitochondrial [0S=Saccharomyces 76 YOR20 activity;RNA
cerevisiae $288c] 1C binding
P38122 3-methyl-2-oxobutanoate 8524 ECM31 metabolic process mitochondrion catalytic activity 0.259 0.122 0.47
hydroxymethyltransferase 74 ;
[OS=Saccharomyces cerevisiae S288c] YBR176
W
Q04689 Altered inheritance of mitochondria 8549 AIM32; 0.233 0.11 0.47
protein 32 [0S=Saccharomyces 55 YMLOS
cerevisiae 5288c] ow
P43122 tRNA N6-adenosine 8514 QRI7; cell organization and mitochondrion catalytic 0.212 0.101 0.48
threonylcarbamoyltransferase, 54 YDL104 biogenesis;metabolic process activity;metal ion
mitochondrial [0S=Saccharomyces C binding
cerevisiae 5288c]
P38909 cytochrome ¢ mitochondrial import 8542 CYecz; cell organization and membrane;mitochondrion catalytic activity 0.194 0.093 0.48
factor CYC2 [OS=Saccharomyces 02 YORO03 biogenesis;metabolic process
cerevisiae $288c] W
P25626 54S ribosomal protein IMG1, 8504 IMG1; cell organization and mitochondrion;ribosome structural molecule 3.924 1.894 0.48
mitochondrial [0S=Saccharomyces 13 YCRO46 biogenesis;metabolic process activity
cerevisiae $288c] C
Q08818 Meiotic sister-chromatid 8545 MSC6; metabolic process mitochondrion;organelle lumen RNA binding 1.047 0.506 0.48
recombination protein 6, 36 YOR35
mitochondrial [0S=Saccharomyces 4c
cerevisiae $288c]
Q12204 Probable phospholipase YOR022C, 8541 YOR02 metabolic process mitochondrion catalytic 0.11 0.054 0.49
mitochondrial [0S=Saccharomyces 87 2C; activity;metal ion
cerevisiae 5288c] YOR02 binding
2C
P38771 Ribosome-recycling factor, 8564 RRF1; cell organization and mitochondrion RNA binding 1.955 0.968 0.50
mitochondrial [0S=Saccharomyces 33 YHRO3 biogenesis;metabolic process
cerevisiae $288c] 8W
P38969 Pentamidine resistance factor, 8544 PNT1; cell organization and membrane;mitochondrion 0.711 0.359 0.50
mitochondrial [0S=Saccharomyces 40 YOR26 biogenesis;response to stimulus
cerevisiae 5288c] 6W
Q06405 ATP synthase subunit f, mitochondrial 8519 ATP17; metabolic process;transport membrane;mitochondrion catalytic 2.981 1.512 0.51
[0S=Saccharomyces cerevisiae $288c] 83 YDR37 activity;transporter
7W activity
Q08023 Protein FMP25, mitochondrial 8507 FMP25; cell organization and biogenesis membrane;mitochondrion 1.412 0.719 0.51
[OS=Saccharomyces cerevisiae S288c] 66 YLRO77
w
P25372 Thioredoxin-3, mitochondrial 8504 TRX3; cellular homeostasis;metabolic cytoplasm;mitochondrion catalytic activity 2.511 1.31 0.52
[OS=Saccharomyces cerevisiae S288c] a4 YCR083 process;regulation of biological
w process;response to
stimulus;transport
P12686 37S ribosomal protein MRP13, 8529 MRP13 cell organization and mitochondrion;ribosome structural molecule 0.778 0.413 0.53
mitochondrial [0S=Saccharomyces 75 ; biogenesis;metabolic process activity
cerevisiae 5288c] YGRO8
4C
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P36046 Mitochondrial intermembrane space 8536 MIA40; cellular component membrane;mitochondrion catalytic 2.914 1.555 0.53
import and assembly protein 40 39 YKL195 movement;metabolic activity;protein
[0S=Saccharomyces cerevisiae $288c] w process;response to binding;transporter
stimulus;transport activity
P53266 Cytochrome oxidase assembly 8530 SHY1; cell organization and biogenesis membrane;mitochondrion protein binding 1.783 0.978 0.55
protein SHY1 [0S=Saccharomyces 09 YGR11
cerevisiae $288c] 2W
P39006 Phosphatidylserine decarboxylase 8555 PSD1; metabolic process;regulation of membrane;mitochondrion catalytic activity 0.487 0.269 0.55
proenzyme 1, mitochondrial 52 YNL169 biological process
[0S=Saccharomyces cerevisiae $288c] C
P37267 Assembly factor cbp4 CBP4 cell organization and biogenesis membrane;mitochondrion 3.329 1.848 0.56
[0S=Saccharomyces cerevisiae $288c]
P17558 37S ribosomal protein PET123, 8543 PET123 cell organization and mitochondrion;ribosome structural molecule 2.594 1.448 0.56
mitochondrial [0S=Saccharomyces 29 B biogenesis;metabolic process activity
cerevisiae $288c] YOR15
8W
P37299 cytochrome b-c1 complex subunit 10 8563 QCR10; metabolic process;transport membrane;mitochondrion catalytic 5.31 2.981 0.56
[0S=Saccharomyces cerevisiae $288c] 90 YHROO activity;transporter
1W-A activity
P19955 37S ribosomal protein YMR-31, 8506 YMR31 cell organization and mitochondrion;ribosome catalytic 15.68 9 0.57
mitochondrial [0S=Saccharomyces 10 ; biogenesis;metabolic process activity;protein 1
cerevisiae $288c] YFRO49 binding;structural
W molecule activity
P53732 37S ribosomal protein S12, 8557 MRPS1 cell organization and mitochondrion;ribosome structural molecule 1.154 0.668 0.58
mitochondrial [0S=Saccharomyces 72 2; biogenesis;metabolic process activity
cerevisiae $288c] YNRO3
6C
Q04599 54S ribosomal protein L1, 8516 MRPL1; cell organization and mitochondrion;ribosome RNA 1.069 0.624 0.58
mitochondrial [0S=Saccharomyces 94 YDR11 biogenesis;metabolic process binding;structural
cerevisiae 5288c] 6C molecule activity
P53724 54S ribosomal protein L50, 8557 MRPL5 cell organization and mitochondrion;ribosome structural molecule 0.995 0.585 0.59
mitochondrial [0S=Saccharomyces 56 0; biogenesis;metabolic process activity
cerevisiae $288c] YNRO2
2C
Q3E824 Uncharacterized protein YOR020W-A 1466 YORO02 metabolic process;transport membrane;mitochondrion 3.642 2.162 0.59
[OS=Saccharomyces cerevisiae S288c] 480 OW-A;
YOR02
OW-A
P17695 Glutaredoxin-2, mitochondrial 8521 GRX2; cellular homeostasis;metabolic cytoplasm;cytosol;mitochondrion;nucleu antioxidant 0.874 0.52 0.59
[OS=Saccharomyces cerevisiae S288c] 24 YDR51 process;regulation of biological s activity;catalytic
3w process;response to activity
stimulus;transport
P40086 Cytochrome c oxidase assembly 8568 COX15; cell organization and membrane;mitochondrion catalytic 2.594 1.555 0.60
protein cox15 [OS=Saccharomyces 84 YER141 biogenesis;metabolic activity;transporter
cerevisiae 5288c] W process;transport activity
Q03020 iron sulfur cluster assembly protein 1, 8559 I1SU1; cell organization and cytoplasm;mitochondrion;organelle catalytic 0.778 0.468 0.60
mitochondrial [0S=Saccharomyces 68 YPL135 biogenesis;cellular lumen activity;metal ion
cerevisiae $S288c] w homeostasis;metabolic process binding;protein
binding
Q03799 37S ribosomal protein S8, 8551 MRPS8 cell organization and mitochondrion;ribosome structural molecule 0.701 0.425 0.61
mitochondrial [0S=Saccharomyces 90 B biogenesis;metabolic process activity
cerevisiae $288c] YMR15
8W
Q12375 mitochondrial ornithine transporter 1 8542 ORT1; metabolic process;transport membrane;mitochondrion structural molecule 0.54 0.334 0.62
[OS=Saccharomyces cerevisiae S288c] 97 YOR13 activity;transporter
0oC activity
P14693 sorting assembly machinery 35 kDa 8564 SAM35 cell organization and membrane;mitochondrion protein binding 0.54 0.334 0.62
subunit [0S=Saccharomyces 83 ; biogenesis;transport
cerevisiae $288c] YHRO8
3w
P00431 cytochrome c peroxidase, 8539 CCP1; metabolic process;response to mitochondrion;organelle lumen antioxidant 1.649 1.031 0.63
mitochondrial [0S=Saccharomyces 40 YKRO66 stimulus activity;catalytic
cerevisiae 5288c] C activity;metal ion
binding;protein
binding
P49954 probable hydrolase NIT3 8510 NIT3; metabolic process cytoplasm;mitochondrion catalytic activity 0.438 0.274 0.63
[0S=Saccharomyces cerevisiae $288c] 65 YLR351
C
P32792 UPF0744 protein YSC83 8564 YSC83; membrane;mitochondrion 0.369 0.233 0.63
[OS=Saccharomyces cerevisiae $288c] 10 YHRO1
W
P37293 N-terminal acetyltransferase 2 8530 NAT2; metabolic process cytoplasm;mitochondrion catalytic activity 1.154 0.73 0.63
[OS=Saccharomyces cerevisiae S288c] 50 YGR14
7C
Q08686 Thiosulfate sulfurtransferase TUM1 8544 TUM1; metabolic process cytoplasm;mitochondrion catalytic 0.334 0.212 0.63
[0S=Saccharomyces cerevisiae $288c] 25 YOR25 activity;protein
1C binding
P40015 inositol phosphosphingolipids 8567 1SC1; metabolic process;response to endoplasmic catalytic 0.334 0.212 0.63
phospholipase C [0S=Saccharomyces 39 YERO19 stimulus reticulum;membrane;mitochondrion activity;metal ion
cerevisiae 5288c] W binding
Q02883 N-acyl-phosphatidylethanolamine- 8560 FMP30; metabolic process membrane;mitochondrion catalytic 0.304 0.194 0.64
hydrolyzing phospholipase D, 01 YPL103 activity;metal ion
mitochondrial [0S=Saccharomyces C binding
cerevisiae 5288c]
Q01532-1 Cysteine proteinase 1, mitochondrial MCY1 metabolic process;regulation of cytoplasm;mitochondrion catalytic 0.28 0.179 0.64
[OS=Saccharomyces cerevisiae S288c] biological process;response to activity;DNA
stimulus binding;RNA
binding
Q03557 Glutamyl-tRNA(GIn) 8553 HER2; cell organization and mitochondrion catalytic 0.259 0.166 0.64
amidotransferase subunit A, 38 YMR29 biogenesis;metabolic process activity;nucleotide
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mitochondrial [0S=Saccharomyces 3C binding
cerevisiae $288c]
P07236 Threonine--tRNA ligase, 8536 MST1; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.233 0.15 0.64
mitochondrial [0S=Saccharomyces 40 YKL194 lumen activity;nucleotide
cerevisiae $288c] C binding;RNA
binding
P40159 Uncharacterized protein YNL208W 8555 YNL208 membrane;mitochondrion;ribosome 1.783 1.154 0.65
[0S=Saccharomyces cerevisiae $288c] 13 w;
YNL208
W
P40008 Protein FMP52, mitochondrial 8567 FMP52; endoplasmic catalytic activity 2.652 1.738 0.66
[0S=Saccharomyces cerevisiae $288c] 21 YERO04 reticulum;membrane;mitochondrion
W
Q03430 37S ribosomal protein RSM28, 8521 RSM28 cell organization and mitochondrion;ribosome structural molecule 3.062 2.008 0.66
mitochondrial [0S=Saccharomyces 05 ; biogenesis;metabolic process activity
cerevisiae $288c] YDR49
4W
Q06668 Methyltransferase OMS1, 8519 OMS1; metabolic process membrane;mitochondrion catalytic activity 0.585 0.389 0.66
mitochondrial [0S=Saccharomyces 11 YDR31
cerevisiae $288c] 6W
P23369 54S ribosomal protein L25, 8529 MRPL2 cell organization and mitochondrion;ribosome structural molecule 131 0.874 0.67
mitochondrial [0S=Saccharomyces 67 5; biogenesis;metabolic process activity
cerevisiae $288c] YGRO7
6C
P32860 NifU-like protein, mitochondrial 8538 NFU1; cell organization and mitochondrion;organelle lumen metal ion binding 3.87 2.652 0.69
[0S=Saccharomyces cerevisiae $288c] 26 YKLO40 biogenesis;cellular
C homeostasis;metabolic process
Q05892 MIOREX complex component 2 8509 YLR290 metabolic process mitochondrion catalytic activity 3.87 2.652 0.69
[OS=Saccharomyces cerevisiae S288c] 97 G
coqQil
YLR290
C
P50087 MICOS subunit MIC26 8531 MOS2; cell organization and biogenesis membrane;mitochondrion 0.931 0.638 0.69
[OS=Saccharomyces cerevisiae S288c] 50 MIC26;
YGR23
5C
P38172 MIOREX complex component 3 8521 YBLO9S membrane;mitochondrion 0.719 0.501 0.70
[0S=Saccharomyces cerevisiae $288c] 81 Ww;
MRX3;
YBLO9S
W
P28737 Protein MSP1 [OS=Saccharomyces 8529 MSP1; cell organization and membrane;mitochondrion;nucleus catalytic 0.585 0.413 0.71
cerevisiae 5288c] 15 YGR0O2 biogenesis;metabolic activity;nucleotide
8W process;regulation of biological binding;protein
process;response to binding;RNA
stimulus;transport binding
Q12251 Uncharacterized mitochondrial 8561 YPRO11 metabolic process;transport membrane;mitochondrion structural molecule 0.551 0.389 0.71
carrier YPRO11C [OS=Saccharomyces 21 G activity;transporter
cerevisiae $S288c] YPRO11 activity
C
P38152 Tricarboxylate transport protein 8525 CTP1; metabolic process;transport membrane;mitochondrion structural molecule 0.551 0.389 0.71
[OS=Saccharomyces cerevisiae S288c] 94 YBR291 activity;transporter
C activity
P02381 Ribosomal protein VAR1, 8545 VAR1; cell organization and mitochondrion;ribosome structural molecule 0.52 0.369 0.71
mitochondrial [0S=Saccharomyces 86 Q0140 biogenesis;metabolic process activity
cerevisiae S288c]
P38702 mitochondrial carrier protein LEUS 8563 LEUS; metabolic process;transport membrane;mitochondrion structural molecule 0.468 0.334 0.71
[OS=Saccharomyces cerevisiae S288c] 91 YHROO activity;transporter
2W activity
P53230 Phosphatidate cytidylyltransferase, 8529 TAMA41 metabolic process membrane;mitochondrion;organelle catalytic activity 0.407 0.292 0.72
mitochondrial [0S=Saccharomyces 37 B lumen
cerevisiae 5288c] YGRO4
6W
P54003 Protein SUR7 [0S=Saccharomyces 8549 SUR7; cell differentiation;transport membrane;mitochondrion 1.154 0.848 0.73
cerevisiae $288c] 53 YMLOS
2W
Q12283 Malonyl CoA-acyl carrier protein 8543 MCT1; metabolic process mitochondrion catalytic activity 0.896 0.668 0.75
transacylase, mitochondrial 96 YOR22
[OS=Saccharomyces cerevisiae S288c] 1C
P36521 54S ribosomal protein L11, 8513 MRPL1 cell organization and mitochondrion;ribosome structural molecule 0.833 0.624 0.75
mitochondrial [0S=Saccharomyces 25 1; biogenesis;metabolic process activity
cerevisiae 5288c] YDL202
W
P43617 Uncharacterized mitochondrial 8506 YFRO45 metabolic process;transport membrane;mitochondrion structural molecule 0.778 0.585 0.75
carrier YFRO45W [OS=Saccharomyces 06 w; activity;transporter
cerevisiae $288c] YFRO45 activity
w
P36534 54S ribosomal protein L40, 8559 MRPL4 cell organization and mitochondrion;ribosome protein 0.778 0.585 0.75
mitochondrial [0S=Saccharomyces 30 0; biogenesis;metabolic process binding;structural
cerevisiae $288c] YPL173 molecule activity
w
P38300 Inner membrane mitoribosome 8524 MBA1; cell organization and membrane;mitochondrion 0.778 0.585 0.75
receptor MBA1, mitochondrial 83 YBR185 biogenesis;regulation of
[OS=Saccharomyces cerevisiae S288c] C biological process
P38072 Protein SCO2, mitochondrial 8523 SCO2; cell organization and membrane;mitochondrion antioxidant 0.73 0.551 0.75
[0S=Saccharomyces cerevisiae $288c] 12 YBR024 biogenesis;cellular activity;catalytic
w homeostasis;metabolic activity;metal ion

process;transport

binding
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P15179 Aspartate--tRNA ligase, mitochondrial 8560 MSD1; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.708 0.535 0.76
[0S=Saccharomyces cerevisiae $288c] 00 YPL104 lumen activity;nucleotide
W binding
P00427 Cytochrome c oxidase subunit 6, 8564 COX6; metabolic process;transport membrane;mitochondrion catalytic 2.831 2.162 0.76
mitochondrial [0S=Saccharomyces 48 YHRO5 activity;metal ion
cerevisiae 5288c] 1w binding;transporter
activity
Q05931 Heat shock protein S5Q1, 8510 ssQ1; cell organization and mitochondrion;organelle lumen nucleotide 0.884 0.679 0.77
mitochondrial [0S=Saccharomyces 84 YLR369 biogenesis;metabolic process binding;protein
cerevisiae 5288c] W binding
P53326 Uncharacterized protein YGR266W 8531 YGR26 membrane;mitochondrion 0.778 0.602 0.77
[0S=Saccharomyces cerevisiae $288c] 82 6W;
YGR26
6W
P40508 Uncharacterized protein YILO77C 8547 YILO77 mitochondrion 1.154 0.896 0.78
[0S=Saccharomyces cerevisiae $288c] 33 C;
YILO77
C
P25038 Translation initiation factor IF-2, 8541 IFM1; cell organization and mitochondrion;nucleus catalytic 0.299 0.233 0.78
mitochondrial [0S=Saccharomyces 35 YOL023 biogenesis;metabolic process activity;nucleotide
cerevisiae $288c] w binding;RNA
binding
Q01217 Protein ARG5,6, mitochondrial 8568 ARGS5,6 metabolic process;regulation of cytoplasm;mitochondrion;organelle catalytic 0.233 0.182 0.78
[OS=Saccharomyces cerevisiae S288c] 00 B biological process lumen activity;nucleotide
YERO69 binding;protein
W binding
Q07349 MIOREX complex component 9 8515 YDLO27 endoplasmic 2.433 1.913 0.79
[0S=Saccharomyces cerevisiae $288c] 35 C; reticulum;membrane;mitochondrion
MRX9;
YDLO27
C
P40012 protoporphyrinogen oxidase 8567 HEM14 metabolic process membrane;mitochondrion catalytic activity 1.198 0.947 0.79
[OS=Saccharomyces cerevisiae S288c] 33 B
YERO14
W
P36101 tRNA threonylcarbamoyladenosine 8538 TCD2; metabolic process cytosol;membrane;mitochondrion catalytic 0.778 0.616 0.79
dehydratase 2 [0S=Saccharomyces 41 YKLO27 activity;nucleotide
cerevisiae $288c] w; binding
YKLO27
W
Q00055 Glycerol-3-phosphate dehydrogenase 8515 GPD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleu catalytic 0.738 0.585 0.79
[NAD(+)] 1 [0S=Saccharomyces 39 YDLO22 biogenesis;cellular s activity;nucleotide
cerevisiae $288c] w homeostasis;metabolic binding;protein
process;transport binding
Q08968 UPF0061 protein FMP40 8558 FMPA40; mitochondrion protein binding 2.162 1.721 0.80
[OS=Saccharomyces cerevisiae S288c] 79 YPL222
W
P39525 3-oxoacyl-[acyl-carrier-protein] 8567 CEM1; metabolic process mitochondrion catalytic activity 1.081 0.874 0.81
synthase homolog 90 YERO61
[OS=Saccharomyces cerevisiae S288c] C
P00950 Phosphoglycerate mutase 1 8537 GPM1; metabolic process;regulation of cytoplasm;cytosol;membrane;mitochond catalytic activity 2.981 2.415 0.81
[OS=Saccharomyces cerevisiae $288c] 05 YKL152 biological process rion
C
P39925 Mitochondrial respiratory chain 8567 AFG3; cell organization and membrane;mitochondrion catalytic 1.015 0.823 0.81
complexes assembly protein AFG3 37 YERO17 biogenesis;metabolic activity;metal ion
[0S=Saccharomyces cerevisiae $288c] C process;response to binding;nucleotide
stimulus;transport binding;protein
binding
P38297 Mitofusin FZO1 [0S=Saccharomyces 8524 Fz01; cell organization and biogenesis membrane;mitochondrion catalytic 0.304 0.248 0.82
cerevisiae $288c] 77 YBR179 activity;nucleotide
C binding;protein
binding
P51998 54S ribosomal protein yml6, 8549 YML6; cell organization and mitochondrion;ribosome RNA 1.404 1.154 0.82
mitochondrial [0S=Saccharomyces 83 YMLO2 biogenesis;metabolic process binding;structural
cerevisiae 5288c] 5C molecule activity
Q04728 Arginine biosynthesis bifunctional 8550 ARG7; metabolic process mitochondrion;organelle lumen catalytic activity 0.63 0.52 0.83
protein Argl), mitochondrial 84 YMRO6
[OS=Saccharomyces cerevisiae S288c] 2C
P39987 Heat shock protein SSC3, 8566 ECM10 cell organization and mitochondrion nucleotide 1.976 1.637 0.83
mitochondrial [0S=Saccharomyces 82 B biogenesis;metabolic binding;protein
cerevisiae 5288c] YELO30 process;transport binding
W
P40053 Altered inheritance of mitochondria 8568 AIM9; mitochondrion 4.036 3.348 0.83
protein 9, mitochondrial 13 YER080
[0S=Saccharomyces cerevisiae $288c] W
P32332 Mitochondrial oxaloacetate transport 8537 OAC1; metabolic process;transport membrane;mitochondrion structural molecule 2.594 2.162 0.83
protein [OS=Saccharomyces 39 YKL120 activity;transporter
cerevisiae 5288c] % activity
P53881 54S ribosomal protein L22, 8555 MRPL2 cell organization and mitochondrion;ribosome RNA 1.683 1.404 0.83
mitochondrial [0S=Saccharomyces 44 2; biogenesis;metabolic process binding;structural
cerevisiae $288c] YNL177 molecule activity
C
P32795 Mitochondrial inner membrane i-AAA 8561 YMEL; metabolic process;response to membrane;mitochondrion catalytic 13 1.085 0.83
protease supercomplex subunit YME1 35 YPR024 stimulus;transport activity;metal ion
[OS=Saccharomyces cerevisiae S288c] w binding;nucleotide
binding;protein
binding
Q12029 Probable mitochondrial transport 8544 FSF1; transport membrane;mitochondrion transporter activity 2.793 2.36 0.84
protein fsf1 [0S=Saccharomyces 45 YOR27
cerevisiae $288c] 1C
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P15424 ATP-dependent RNA helicase 8517 MSS11 metabolic process;regulation of mitochondrion;organelle lumen catalytic 1.783 1.512 0.85
MSS116, mitochondrial 75 6; biological process activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] YDR19 binding;RNA
AC binding
P47052 succinate dehydrogenase 8534 YJLO45 metabolic process;transport membrane;mitochondrion catalytic 4.043 3.453 0.85
[ubiquinone] flavoprotein subunit 2, 05 w; activity;nucleotide
mitochondrial [0S=Saccharomyces YJLO45 binding
cerevisiae $288c] W
P25605 Acetolactate synthase small subunit, 8503 ILV6; metabolic process;regulation of mitochondrion catalytic 10.28 9 0.87
mitochondrial [0S=Saccharomyces 48 YCLO09 biological process activity;enzyme 8
cerevisiae $288c] C regulator activity
P53598 Succinyl-CoA ligase [ADP-forming] 8543 LSC1; metabolic process cytosol;mitochondrion catalytic 13.38 11.74 0.88
subunit alpha, mitochondrial 10 YOR14 activity;nucleotide 4 3
[0S=Saccharomyces cerevisiae $288c] 2W binding
P33311 ATP-dependent permease MDL2, 8558 MDL2; response to stimulus;transport membrane;mitochondrion catalytic 1.006 0.901 0.90
mitochondrial [0S=Saccharomyces 58 YPL270 activity;nucleotide
cerevisiae 5288c] w binding;transporter
activity
P53140 Protein RMD9, mitochondrial 8527 RMDSY; cell differentiation;metabolic membrane;mitochondrion RNA binding 1.154 1.047 0.91
[0S=Saccharomyces cerevisiae $288c] 71 YGL107 process;regulation of biological
C process
P32843 Mitochondrial escape protein 2 8553 YME2; cell organization and membrane;mitochondrion nucleotide 3.458 3.281 0.95
[0S=Saccharomyces cerevisiae $288c] 48 YMR30 biogenesis;metabolic process binding;RNA
2C binding
P00927 Threonine dehydratase, 8568 ILV1; metabolic process cytoplasm;mitochondrion catalytic activity 2.257 2.257 1.00
mitochondrial [0S=Saccharomyces 19 YER086
cerevisiae S288c] W
P07143 Cytochrome c1, heme protein, 8542 CYT1; metabolic process;transport cytosol;membrane;mitochondrion metal ion binding 13.25 13.25 1.00
mitochondrial [0S=Saccharomyces 31 YOR06 1 1
cerevisiae 5288c] 5W
P38071 Enoyl-[acyl-carrier protein] reductase 8523 ETR1; metabolic process mitochondrion;organelle lumen catalytic 9 9 1.00
[NADPH, B-specific], mitochondrial 14 YBR026 activity;DNA
[OS=Saccharomyces cerevisiae S288c] C binding;metal ion
binding
P43567 alanine--glyoxylate aminotransferase 8505 AGX1; metabolic process cytosol;mitochondrion catalytic activity 2.162 2.162 1.00
1 [OS=Saccharomyces cerevisiae 14 YFLO30
5288¢] w
P07806 Valine--tRNA ligase, mitochondrial 8529 VAS1; metabolic process;regulation of cytoplasm;cytosol;mitochondrion catalytic 0.668 0.668 1.00
[0S=Saccharomyces cerevisiae $288c] 86 YGRO9 biological process activity;nucleotide
AW binding
P25374 Cysteine desulfurase, mitochondrial 8503 NFS1; cell organization and mitochondrion;nucleus catalytic 2.3 2.3 1.00
[OS=Saccharomyces cerevisiae S288c] 43 YCLO17 biogenesis;cellular activity;metal ion
C homeostasis;metabolic process binding;protein
binding
P32787 Mitochondrial genome maintenance 8536 MGM1 cell organization and chromosome;mitochondrion DNA binding 3.281 3.281 1.00
protein MGM101 09 01; biogenesis;metabolic
[0S=Saccharomyces cerevisiae $288c] YIR144 process;response to stimulus
W
P40098 uncharacterized mitochondrial 8569 FMP10; membrane;mitochondrion 4.456 4.456 1.00
membrane protein FMP10 31 YER182
[OS=Saccharomyces cerevisiae S288c] W
P32897 Mitochondrial import inner 8557 TIM23; transport membrane;mitochondrion protein 4.012 4.012 1.00
membrane translocase subunit tim23 51 YNRO1 binding;transporter
[0S=Saccharomyces cerevisiae $288c] W activity
Q06892 NADH kinase POS5, mitochondrial 8559 POS5; metabolic process;response to mitochondrion;organelle lumen catalytic 1.565 1.565 1.00
[0S=Saccharomyces cerevisiae $288c] 13 YPL188 stimulus activity;nucleotide
W binding
P32317 Protein AFG1 [OS=Saccharomyces 8566 AFG1; cell organization and membrane;mitochondrion catalytic 1.154 1.154 1.00
cerevisiae $288c] 58 YELO52 biogenesis;metabolic activity;nucleotide
w process;response to binding
stimulus;transport
P46681 D-lactate dehydrogenase 8513 DLD2; metabolic process mitochondrion;organelle lumen catalytic 1.264 1.264 1.00
[cytochrome] 2, mitochondrial 76 YDL178 activity;nucleotide
[OS=Saccharomyces cerevisiae S288c] w binding;protein
binding
P00410 Cytochrome c oxidase subunit 2 8546 COX2; metabolic process;transport membrane;mitochondrion catalytic 3.642 3.642 1.00
[0S=Saccharomyces cerevisiae $288c] 22 Q0250 activity;metal ion
binding;protein
binding;transporter
activity
P53721 Respiratory supercomplex factor 2, 8557 RCF2; cell organization and biogenesis membrane;mitochondrion 7.111 7.111 1.00
mitochondrial [0S=Saccharomyces 52 YNRO1
cerevisiae $288c] 8W
P40513 Mitochondrial acidic protein MAM33 8547 MAM3 metabolic process;regulation of mitochondrion;organelle lumen translation 2.831 2.831 1.00
[OS=Saccharomyces cerevisiae S288c] 40 3; biological process regulator activity
YILO70
C
P12687 54S ribosomal protein L2, 8557 MRP7; cell organization and mitochondrion;ribosome catalytic 1.848 1.848 1.00
mitochondrial [0S=Saccharomyces 27 YNLOOS biogenesis;metabolic process activity;RNA
cerevisiae 5288c] C binding;structural
molecule activity
P40364 Mitochondrial peculiar membrane 8533 MPM1; membrane;mitochondrion 1.512 1.512 1.00
protein 1 [0S=Saccharomyces 79 YJLO66
cerevisiae 5288c] C
Q06567 ABC1 family protein MCP2 8509 YLR253 cell organization and biogenesis membrane;mitochondrion 0.389 0.389 1.00
[OS=Saccharomyces cerevisiae S288c] 55 W;
MCP2;
YLR253
w
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P36151 Uncharacterized protein YKRO70W 8539 YKRO70 metabolic process mitochondrion 1.336 1.336 1.00
[0S=Saccharomyces cerevisiae $288c] a4 w;
YKRO70
W
P38523 GrpE protein homolog, mitochondrial 8544 MGE1; metabolic process;regulation of membrane;mitochondrion;organelle enzyme regulator 0.833 0.833 1.00
[0S=Saccharomyces cerevisiae $288c] 07 YOR23 biological process;transport lumen activity;nucleotide
2wW binding;protein
binding
P28817 3-hydroxyisobutyryl-CoA hydrolase, 8516 EHD3; metabolic process mitochondrion catalytic activity 0.743 0.743 1.00
mitochondrial [0S=Saccharomyces 06 YDRO3
cerevisiae $288c] 6C
P36520 54S ribosomal protein L10, 8554 MRPL1 cell organization and mitochondrion;ribosome structural molecule 0.73 0.73 1.00
mitochondrial [0S=Saccharomyces 36 0; biogenesis;metabolic process activity
cerevisiae $288c] YNL284
C
P28625 Protein YIM1 [0S=Saccharomyces 8551 YIM1; metabolic process;response to cytoplasm;endoplasmic catalytic 1.069 1.069 1.00
cerevisiae $288c] 83 YMR15 stimulus reticulum;mitochondrion activity;metal ion
2W binding
P32904 54S ribosomal protein L6, 8565 MRPL6; cell organization and mitochondrion;ribosome RNA 1.054 1.054 1.00
mitochondrial [0S=Saccharomyces 52 YHR14 biogenesis;metabolic process binding;structural
cerevisiae 5288c] 7C molecule activity
P53969 Sorting assembly machinery 50 kDa 8557 SAMS50 cell organization and membrane;mitochondrion protein 0.61 0.61 1.00
subunit [0S=Saccharomyces 05 ; biogenesis;transport binding;transporter
cerevisiae $288c] YNLO26 activity
W
P53736 Uncharacterized protein YNRO4AOW 8557 YNRO4 mitochondrion 0.73 0.73 1.00
[OS=Saccharomyces cerevisiae S288c] 76 ow;
YNRO4
ow
P38797 Protein phosphatase 2C homolog 7, 8564 PTC7; metabolic process mitochondrion catalytic 0.874 0.874 1.00
mitochondrial [0S=Saccharomyces 75 YHRO7 activity;metal ion
cerevisiae 5288c] 6W binding;protein
binding
P00401 Cytochrome c oxidase subunit 1 8545 COX1; metabolic process;transport membrane;mitochondrion catalytic 1.61 1.61 1.00
[OS=Saccharomyces cerevisiae S288c] 98 Q0045 activity;metal ion
binding;transporter
activity
P32611 54S ribosomal protein RML2, 8566 RML2; cell organization and mitochondrion;ribosome catalytic 0.638 0.638 1.00
mitochondrial [0S=Saccharomyces 60 YELO50 biogenesis;metabolic process activity;RNA
cerevisiae $288c] C binding;structural
molecule activity
P40502 Altered inheritance of mitochondria 8547 AIM19; membrane;mitochondrion 1.512 1.512 1.00
protein 19, mitochondrial 22 YILO87
[OS=Saccharomyces cerevisiae S288c] C
Q02204 54S ribosomal protein L13, 8538 MRPL1 cell organization and mitochondrion;ribosome structural molecule 0.778 0.778 1.00
mitochondrial [0S=Saccharomyces 75 3; biogenesis;metabolic process activity
cerevisiae $288c] YKRO06
C
P50945 MICOS complex subunit MIC27 8556 AIM37; cell organization and biogenesis membrane;mitochondrion 0.968 0.968 1.00
[0S=Saccharomyces cerevisiae $288c] 23 MIC27;
YNL100
W
Q03327 Mitochondrial fusion and transport 8520 UGO1; cell organization and membrane;mitochondrion protein 0.557 0.557 1.00
protein Ugo1l [0S=Saccharomyces 81 YDR47 biogenesis;metabolic process binding;structural
cerevisiae $288c] 0C molecule activity
Q12233 ATP synthase subunit g, 8561 ATP20; cell organization and membrane;mitochondrion catalytic 1.371 1.371 1.00
mitochondrial [0S=Saccharomyces 31 YPRO20 biogenesis;metabolic activity;transporter
cerevisiae 5288c] W process;transport activity
P32387 54S ribosomal protein L41, 8520 MRP20 cell organization and mitochondrion;ribosome nucleotide 0.719 0.719 1.00
mitochondrial [0S=Saccharomyces 14 ; biogenesis;metabolic process binding;protein
cerevisiae $S288c] YDR40 binding;RNA
5W binding;structural
molecule activity
P36147 Presequence translocated-associated 8539 PAM17 transport membrane;mitochondrion 1.371 1.371 1.00
motor subunit pam17, mitochondrial 39 B
[OS=Saccharomyces cerevisiae $288c] YKRO65
C
P27697 Atypical kinase COQ8, mitochondrial 8527 CoQg; metabolic process membrane;mitochondrion;organelle catalytic 0.365 0.365 1.00
[0S=Saccharomyces cerevisiae $288c] 58 YGL119 lumen activity;nucleotide
W binding
Q96VHS5 MICOS complex subunit Mic10 8503 MOS1; cell organization and biogenesis membrane;mitochondrion 1.683 1.683 1.00
[OS=Saccharomyces cerevisiae $288c] 00 MIC10;
YCLO57
C-A
P35996 54S ribosomal protein L38, 8536 MRPL3 cell organization and mitochondrion;ribosome RNA 1.154 1.154 1.00
mitochondrial [0S=Saccharomyces 84 8; biogenesis;metabolic process binding;structural
cerevisiae $288c] YKL170 molecule activity
w
P53311 Mitochondrial pyruvate carrier 3 8531 FMP43; transport membrane;mitochondrion transporter activity 1.154 1.154 1.00
[0S=Saccharomyces cerevisiae $288c] 58 MPC3;
YGR24
3w
Q03246 37S ribosomal protein S17, 8552 MRPS1 cell differentiation;cell mitochondrion;ribosome RNA 0.931 0.931 1.00
mitochondrial [0S=Saccharomyces 26 7; organization and binding;structural
cerevisiae $288c] YMR18 biogenesis;metabolic process molecule activity
8C
Q04172 Sensitive to high expression protein 8520 SHE9; cell organization and biogenesis membrane;mitochondrion 0.269 0.269 1.00
9, mitochondrial [0S=Saccharomyces 02 YDR39
cerevisiae 5288c] 3W
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P41911 Glycerol-3-phosphate dehydrogenase 8540 GPD2; metabolic process cytoplasm;cytosol;mitochondrion catalytic 0.292 0.292 1.00
[NAD(+)] 2, mitochondrial 95 YOL059 activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] w binding;protein
binding
P36519 54S ribosomal protein L7, 8518 MRPL7; cell organization and mitochondrion;ribosome RNA 0.468 0.468 1.00
mitochondrial [0S=Saccharomyces 23 YDR23 biogenesis;metabolic process binding;structural
cerevisiae $288c] W molecule activity
P33421 Succinate dehydrogenase 8537 SDH3; cell organization and membrane;mitochondrion catalytic 1.276 1.276 1.00
[ubiquinone] cytochrome b subunit, 16 YKL141 biogenesis;metabolic activity;metal ion
mitochondrial [0S=Saccharomyces w process;transport binding
cerevisiae $288c]
P33759 37S ribosomal protein S5, 8525 MRPS5 cell organization and mitochondrion;ribosome RNA 0.413 0.413 1.00
mitochondrial [0S=Saccharomyces 53 ; biogenesis;metabolic process binding;structural
cerevisiae $288c] YBR251 molecule activity
W
P36526 54S ribosomal protein L27, 8525 MRPL2 cell organization and mitochondrion;ribosome structural molecule 1.512 1.512 1.00
mitochondrial [0S=Saccharomyces 85 7; biogenesis;metabolic process activity
cerevisiae $288c] YBR282
W
Q99297 Mitochondrial 2-oxodicarboxylate 8543 oDC2; metabolic process;transport membrane;mitochondrion structural molecule 0.778 0.778 1.00
carrier 2 [0S=Saccharomyces 97 YOR22 activity;transporter
cerevisiae S288c] 2W activity
Q12298 uncharacterized ABC transporter 8516 YDRO6 mitochondrion catalytic 0.266 0.266 1.00
ATP-binding protein YDRO61W 33 1w; activity;nucleotide
[OS=Saccharomyces cerevisiae S288c] YDRO6 binding
1w
P21306 ATP synthase subunit epsilon, 8558 ATP15; metabolic process;transport membrane;mitochondrion catalytic 2.162 2.162 1.00
mitochondrial [0S=Saccharomyces 57 YPL271 activity;transporter
cerevisiae S288c] W activity
P18409 Mitochondrial distribution and 8512 MDM1 cell organization and membrane;mitochondrion protein binding 0.16 0.16 1.00
morphology protein 10 23 0; biogenesis;transport
[0S=Saccharomyces cerevisiae $288c] YALO10
C
P25345 Asparagine--tRNA ligase, 8503 SLM5; metabolic process cytoplasm;mitochondrion;organelle catalytic 0.172 0.172 1.00
mitochondrial [0S=Saccharomyces 88 YCR024 lumen activity;nucleotide
cerevisiae 5288c] C binding
P25348 54S ribosomal protein L32, 8503 MRPL3 cell organization and membrane;mitochondrion;ribosome RNA 0.389 0.389 1.00
mitochondrial [0S=Saccharomyces 59 2; biogenesis;metabolic process binding;structural
cerevisiae 5288c] YCRO03 molecule activity
W
P34222 Peptidyl-tRNA hydrolase 2 8522 PTH2; regulation of biological process cytoplasm;cytosol;membrane;mitochond catalytic 0.425 0.425 1.00
[OS=Saccharomyces cerevisiae S288c] 23 YBLO57 rion activity;protein
C binding
Q06630 Mitochondrial homologous 8518 MHR1; cell organization and mitochondrion;nucleus catalytic 0.359 0.359 1.00
recombination protein 1 90 YDR29 biogenesis;metabolic activity;DNA
[OS=Saccharomyces cerevisiae S288c] 6W process;regulation of biological binding;structural
process;response to stimulus molecule activity
Q06510 Lysophosphatidylcholine 8562 TAZ1; cell organization and membrane;mitochondrion catalytic activity 0.194 0.194 1.00
acyltransferase [0S=Saccharomyces 62 YPR140 biogenesis;metabolic
cerevisiae 5288c] W process;transport
P38860 GTPase MTG2, mitochondrial 8565 MTG2; metabolic process;transport membrane;mitochondrion catalytic 0.07 0.07 1.00
[0S=Saccharomyces cerevisiae $288c] 73 YHR16 activity;metal ion
8W binding;nucleotide
binding;transporter
activity
Q07914 mitochondrial import inner 8506 PAM18 regulation of biological membrane;mitochondrion enzyme regulator 0.778 0.778 1.00
membrane translocase subunit 94 B process;transport activity;protein
TIM14 [0S=Saccharomyces cerevisiae YLROO8 binding;transporter
5288c] C activity
P47150 37S ribosomal protein S7, 8535 RSM7; cell organization and mitochondrion;ribosome RNA 0.334 0.334 1.00
mitochondrial [0S=Saccharomyces 78 YJR113 biogenesis;metabolic process binding;structural
cerevisiae 5288c] C molecule activity
P32606 putative mitochondrial translation 8541 PET127 cell organization and mitochondrion 0.099 0.099 1.00
system component PET127 82 B biogenesis;metabolic
[0S=Saccharomyces cerevisiae $288c] YORO1 process;regulation of biological
7W process
Q05867 Uncharacterized protein YLR283W, 8509 YLR283 endoplasmic 0.11 0.11 1.00
mitochondrial [0S=Saccharomyces 88 w; reticulum;membrane;mitochondrion
cerevisiae 5288c] YLR283
W
P38720 6-phosphogluconate dehydrogenase, 8565 GND1; metabolic process;response to cytoplasm;mitochondrion catalytic activity 0.15 0.15 1.00
decarboxylating 1 89 YHR18 stimulus
[0S=Saccharomyces cerevisiae $288c] 3W
Q07821 Iron-sulfur assembly protein 1 8506 ISA1; cell organization and mitochondrion;organelle lumen metal ion 0.136 0.136 1.00
[OS=Saccharomyces cerevisiae $288c] 32 YLLO27 biogenesis;metabolic process binding;structural
W molecule activity
P10849 mitochondrial transcription factor 2 8515 MTF2; metabolic process mitochondrion;organelle lumen protein 0.08 0.08 1.00
[0S=Saccharomyces cerevisiae $288c] 17 YDLO44 binding;RNA
C binding
P39112 Exoribonuclease I, mitochondrial 8553 DSS1; metabolic process mitochondrion;organelle lumen catalytic 0.087 0.087 1.00
[OS=Saccharomyces cerevisiae S288c] 31 YMR28 activity;RNA
7C binding
P09950 5-aminolevulinate synthase, 8518 HEMZ; metabolic process mitochondrion;organelle lumen catalytic activity 0.086 0.086 1.00
mitochondrial [0S=Saccharomyces 18 YDR23
cerevisiae $288c] 2W
P07263-1 Histidine--tRNA ligase, mitochondrial 8561 HTS1; cell organization and cytoplasm;mitochondrion catalytic 0.064 0.064 1.00
[0S=Saccharomyces cerevisiae $288c] 45 YPRO33 biogenesis;metabolic process activity;nucleotide
C binding;RNA
binding
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P38816 thioredoxin reductase 2, 8565 TRR2; cellular homeostasis;metabolic cytoplasm;mitochondrion antioxidant 0.136 0.136 1.00
mitochondrial [0S=Saccharomyces 06 YHR10 process;regulation of biological activity;catalytic
cerevisiae $288c] 6W process;response to stimulus activity
P10174 cytochrome c oxidase subunit 7 8552 COX7; metabolic process;transport membrane;mitochondrion catalytic 1.154 1.154 1.00
[0S=Saccharomyces cerevisiae $288c] 98 YMR25 activity;transporter
6C activity
P32463 Acyl carrier protein, mitochondrial 8536 ACP1; metabolic process;transport mitochondrion 0.259 0.259 1.00
[0S=Saccharomyces cerevisiae $288c] 42 YKL192
C
P04039 Cytochrome c oxidase polypeptide 8511 COX8; metabolic process;transport membrane;mitochondrion catalytic 0.778 0.778 1.00
VI, mitochondrial 11 YLR395 activity;transporter
[0S=Saccharomyces cerevisiae $288c] C activity
P34231 Uncharacterized protein YKL187C 8536 FAT3; cell organization and membrane;mitochondrion 0.093 0.093 1.00
[0S=Saccharomyces cerevisiae $288c] 48 YKL187 biogenesis;transport
G
YKL187
C
P25578 CDP-diacylglycerol--glycerol-3- 8503 PGS1; metabolic process mitochondrion catalytic 0.083 0.083 1.00
phosphate 3-phosphatidyltransferase 52 YCLOO4 activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] W binding
P39103 Cytochrome c oxidase assembly 8549 COX14; cell organization and membrane;mitochondrion;organelle protein binding 0.585 0.585 1.00
protein COX14 [0S=Saccharomyces 10 YML12 biogenesis;regulation of lumen
cerevisiae 5288c] 9C biological process
P27882 Mitochondrial FAD-linked sulfhydryl 8529 ERV1; cellular homeostasis;metabolic mitochondrion catalytic 0.212 0.212 1.00
oxidase ervl [0S=Saccharomyces 16 YGR02 process;response to activity;protein
cerevisiae 5288c] IW stimulus;transport binding
P53320 Mitochondrial carrier protein MTM1 8531 MTM1; metabolic process;transport membrane;mitochondrion structural molecule 0.11 0.11 1.00
[0S=Saccharomyces cerevisiae $288c] 73 YGR25 activity
7C
Q08622 Genetic interactor of prohibitins 3, 8543 GEP3; metabolic process;transport cytosol;membrane;mitochondrion catalytic 0.059 0.059 1.00
mitochondrial [0S=Saccharomyces 80 YOR20 activity;nucleotide
cerevisiae 5288c] 5C binding;transporter
activity
P30624 Long-chain-fatty-acid--CoA ligase 1 8544 FAAL; metabolic process;transport endoplasmic catalytic 5.874 6.252 1.06
[0S=Saccharomyces cerevisiae $288c] 95 YOR31 reticulum;membrane;mitochondrion activity;nucleotide
W binding
Q12031 Mitochondrial 2-methylisocitrate 8561 ICL2; metabolic process mitochondrion;organelle lumen catalytic activity 3.833 4.135 1.08
lyase [0S=Saccharomyces cerevisiae 14 YPROO6
5288¢] C
P47127 Altered inheritance of mitochondria 8535 AIM24; cell organization and biogenesis mitochondrion 2.857 3.175 1.11
protein 24, mitochondrial 43 YJRO80
[OS=Saccharomyces cerevisiae S288c] C
P27929 37S ribosomal protein NAMS9, 8555 NAMY; cell organization and mitochondrion;ribosome RNA 1.202 1.352 1.12
mitochondrial [0S=Saccharomyces 85 YNL137 biogenesis;metabolic binding;structural
cerevisiae 5288c] C process;regulation of biological molecule activity
process
P50085 Prohibitin-2 [OS=Saccharomyces 8531 PHB2; cell organization and membrane;mitochondrion protein binding 3.806 4.337 1.14
cerevisiae $288c] 46 YGR23 biogenesis;metabolic
1C process;regulation of biological
process
P09457 ATP synthase subunit 5, 8518 ATP5; metabolic process;transport membrane;mitochondrion catalytic 10.36 11.91 1.15
mitochondrial [0S=Saccharomyces 92 YDR29 activity;transporter 5 5
cerevisiae S288c] 8C activity
P38988 Mitochondrial GTP/GDP carrier 8513 GGC1; cell organization and membrane;mitochondrion structural molecule 3.16 3.642 1.15
protein 1 [0S=Saccharomyces 29 YDL198 biogenesis;cellular activity;transporter
cerevisiae 5288c] C homeostasis;metabolic activity
process;transport
P40961 prohibitin-1 [OS=Saccharomyces 8530 PHB1; cell organization and membrane;mitochondrion protein binding 5.158 5.952 1.15
cerevisiae $288c] 33 YGR13 biogenesis;metabolic
2C process;regulation of biological
process
P53206 putative cysteine synthase 8528 YGRO1 metabolic process mitochondrion catalytic activity 1.346 1.555 1.16
[0S=Saccharomyces cerevisiae $288c] 95 2W;
YGRO1
2W
P53292 37S ribosomal protein S35, 8530 MRPS3 cell organization and mitochondrion;ribosome structural molecule 1.512 1.754 1.16
mitochondrial [0S=Saccharomyces 75 5; biogenesis;metabolic process activity
cerevisiae $288c] YGR16
SW
Q12482 Mitochondrial aspartate-glutamate 8561 AGC1; metabolic process;transport membrane;mitochondrion structural molecule 0.348 0.407 1.17
transporter AGC1 32 YPRO21 activity;transporter
[OS=Saccharomyces cerevisiae S288c] C activity
P32898 Mitochondrial presequence protease 8520 CYM1; metabolic process mitochondrion catalytic 0.812 0.951 1.17
[0S=Saccharomyces cerevisiae $288c] 41 YDR43 activity;metal ion
0C binding
P53170 [Pyruvate dehydrogenase (acetyl- 8528 PKP2; metabolic process;regulation of mitochondrion;organelle lumen catalytic 0.778 0.931 1.20
transferring)] kinase 2, mitochondrial 21 YGLO59 biological process activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] w binding;protein
binding
P00560 Phosphoglycerate kinase 8503 PGK1; metabolic process cytoplasm;membrane;mitochondrion catalytic 4.843 5.813 1.20
[OS=Saccharomyces cerevisiae S288c] 70 YCRO12 activity;nucleotide
W binding
Q02981 ABC1 family protein YPL109C, 8559 YPL109 mitochondrion 0.413 0.496 1.20
mitochondrial [0S=Saccharomyces 95 G
cerevisiae 5288c] YPL109
C
P35191 Dnal homolog 1, mitochondrial 8505 MDJ1; cell organization and mitochondrion;organelle lumen enzyme regulator 2.765 3.329 1.20
[OS=Saccharomyces cerevisiae S288c] 30 YFLO16 biogenesis;metabolic activity;metal ion
C process;regulation of biological binding;nucleotide

process;response to stimulus

binding;protein
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binding

P33310 ATP-dependent permease MDL1, 8508 MDL1; transport membrane;mitochondrion catalytic 0.438 0.528 1.21
mitochondrial [0S=Saccharomyces 85 YLR188 activity;nucleotide
cerevisiae $288c] w binding;transporter
activity
Q06493 LETM1 domain-containing protein 8562 YLH47; cell organization and membrane;mitochondrion 0.61 0.743 1.22
YLH47, mitochondrial 43 YPR125 biogenesis;transport
[0S=Saccharomyces cerevisiae $288c] W
P10662 37S ribosomal protein MRP1, 8519 MRP1; cell organization and mitochondrion;ribosome antioxidant 1.239 1.512 1.22
mitochondrial [0S=Saccharomyces 48 YDR34 biogenesis;metabolic activity;catalytic
cerevisiae 5288c] 7w process;response to stimulus activity;metal ion
binding;structural
molecule activity
P11325 Leucine--tRNA ligase, mitochondrial 8510 NAM2; cell organization and cytosol;mitochondrion;organelle lumen catalytic 0.208 0.254 1.22
[0S=Saccharomyces cerevisiae $288c] 98 YLR382 biogenesis;metabolic activity;nucleotide
C process;regulation of biological binding;RNA
process binding
P08466 mitochondrial nuclease 8532 NUC1; cell death;metabolic process membrane;mitochondrion;nucleus catalytic 1.336 1.637 1.23
[0S=Saccharomyces cerevisiae $288c] 22 YJL208 activity;metal ion
C binding
Q07651 SUR7 family protein FMP45 8513 FMP45; cell differentiation;cell membrane;mitochondrion 6.017 7.377 1.23
[0S=Saccharomyces cerevisiae $288c] 04 YDL222 organization and biogenesis
C
P53982 isocitrate dehydrogenase [NADP] 8557 IDP3; metabolic process cytoplasm;mitochondrion catalytic 1.943 2.398 1.23
[0S=Saccharomyces cerevisiae $288c] 23 YNLO09 activity;metal ion
w binding;nucleotide
binding
Q04458 Fatty aldehyde dehydrogenase HFD1 8551 HFD1; metabolic process endoplasmic catalytic activity 3.642 4.505 1.24
[0S=Saccharomyces cerevisiae $288c] 37 YMR11 reticulum;endosome;membrane;mitocho
0c ndrion
Q06143 mitochondrial dicarboxylate 8510 DIC1; metabolic process;transport membrane;mitochondrion structural molecule 0.931 1.154 1.24
transporter [0S=Saccharomyces 63 YLR348 activity;transporter
cerevisiae 5288c] C activity
P32331 Carrier protein YMC1, mitochondrial 8561 YMC1; metabolic process;transport membrane;mitochondrion;vacuole structural molecule 1.254 1.581 1.26
[0S=Saccharomyces cerevisiae $288c] 71 YPRO58 activity;transporter
W activity
P40185 Protein mmf1, mitochondrial 8547 MMF1; cell organization and mitochondrion;organelle lumen 6.943 9 1.30
[0S=Saccharomyces cerevisiae $288c] 60 YILO51 biogenesis;metabolic process
C
P36112 MICOS complex subunit Mic60 8538 FCI1; cell organization and membrane;mitochondrion 15.37 19.96 1.30
[OS=Saccharomyces cerevisiae S288c] 86 MIC60; biogenesis;transport 9 2
YKRO16
W
P21375 Fumarate reductase 2 8535 0OSM1; metabolic process endoplasmic reticulum;mitochondrion catalytic 0.346 0.45 1.30
[OS=Saccharomyces cerevisiae S288c] 10 YJRO51 activity;nucleotide
W binding
P04710 ADP,ATP carrier protein 1 8550 AAC1; metabolic process;transport cytosol;membrane;mitochondrion structural molecule 10.28 13.38 1.30
[OS=Saccharomyces cerevisiae S288c] 78 YMRO5 activity;transporter 8 4
6C activity
P38825 Protein TOM71 [0OS=Saccharomyces 8565 TOM71 transport membrane;mitochondrion protein 0.701 0.914 1.30
cerevisiae 5288c] 17 ; binding;transporter
YHR11 activity
W
Q01852 Mitochondrial import inner 8547 TIM44; transport membrane;mitochondrion nucleotide 4.125 5.404 1.31
membrane translocase subunit 90 YIL022 binding;protein
TIM44 [OS=Saccharomyces cerevisiae w binding
5288c]
P36525 54S ribosomal protein L24, 8552 MRPL2 cell organization and mitochondrion;ribosome RNA 1.154 1.512 1.31
mitochondrial [0S=Saccharomyces 31 4; biogenesis;metabolic process binding;structural
cerevisiae $288c] YMR19 molecule activity
3w
P00128 Cytochrome b-c1 complex subunit 7 8521 QCR7; cell organization and membrane;mitochondrion catalytic 11.91 15.68 1.32
[OS=Saccharomyces cerevisiae $288c] 42 YDR52 biogenesis;metabolic activity;transporter 5 1
9C process;transport activity
Q02776 Mitochondrial import inner 8560 TIM50; cell organization and membrane;mitochondrion catalytic 7.483 9.857 1.32
membrane translocase subunit 42 YPLO63 biogenesis;metabolic activity;protein
TIMS50 [OS=Saccharomyces cerevisiae w process;transport binding;transporter
5288c] activity
P21801 Succinate dehydrogenase 8506 SDH2; metabolic process;transport membrane;mitochondrion catalytic 18.68 24.80 1.33
[ubiquinone] iron-sulfur subunit, 85 YLLO41 activity;metal ion 4 9
mitochondrial [0S=Saccharomyces C binding
cerevisiae 5288c]
P53220 Mitochondrial import inner 8529 TIM21; cell organization and membrane;mitochondrion protein binding 0.719 0.968 1.35
membrane translocase subunit 21 YGRO3 biogenesis;transport
TIM21 [0S=Saccharomyces cerevisiae 3C
5288¢]
Q01574 acetyl-coenzyme A synthetase 1 8512 ACS1; cell organization and cytoplasm;cytosol;endoplasmic catalytic 3.281 4.456 1.36
[OS=Saccharomyces cerevisiae $288c] 45 YALO54 biogenesis;metabolic process reticulum;mitochondrion;nucleus activity;nucleotide
C binding
P00445 Superoxide dismutase [Cu-Zn] 8535 SOD1; cell organization and cytoplasm;cytosol;mitochondrion;nucleu antioxidant 1.848 2.511 1.36
[0S=Saccharomyces cerevisiae $288c] 68 YJR104 biogenesis;cellular s activity;catalytic
C homeostasis;metabolic activity;metal ion
process;regulation of biological binding;protein
process;response to stimulus binding
P43635 Citrate synthase 3, mitochondrial 8561 CIT3; metabolic process mitochondrion catalytic activity 3.642 4.995 1.37
[0S=Saccharomyces cerevisiae $288c] 07 YPROO1
W
P38169 Kynurenine 3-monooxygenase 8521 BNA4; metabolic process membrane;mitochondrion catalytic 0.269 0.374 1.39
[OS=Saccharomyces cerevisiae S288c] 79 YBL098 activity;nucleotide
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w binding
P48015 Aminomethyltransferase, 8515 GCV1; metabolic process mitochondrion catalytic 8.047 11.21 1.39
mitochondrial [0S=Saccharomyces 82 YDRO1 activity;protein 7
cerevisiae $288c] 9C binding
P22136 ATPase expression protein 2, 8553 AEP2; metabolic process;regulation of mitochondrion RNA binding 0.359 0.506 1.41
mitochondrial [0S=Saccharomyces 25 YMR28 biological process
cerevisiae $288c] 2C
P42940 Probable electron transfer 8531 CIR1; metabolic process;transport mitochondrion;organelle lumen 3.87 5.494 1.42
flavoprotein subunit beta 21 YGR20
[0S=Saccharomyces cerevisiae $288c] 7C
P19516 Cytochrome c oxidase assembly 8559 COX11; cell organization and membrane;mitochondrion;ribosome metal ion binding 0.438 0.624 1.42
protein COX11, mitochondrial 71 YPL132 biogenesis;metabolic process
[0S=Saccharomyces cerevisiae $S288c] W
P32902 37S ribosomal protein MRP4, 8563 MRP4; cell organization and mitochondrion;ribosome structural molecule 0.957 1371 1.43
mitochondrial [0S=Saccharomyces 84 YHLOO4 biogenesis;metabolic process activity
cerevisiae $288c] W
P53889 uncharacterized mitochondrial 8555 FMP41; metabolic process mitochondrion catalytic 0.501 0.719 1.44
hydrolase FMP41 53 YNL168 activity;metal ion
[0S=Saccharomyces cerevisiae $288c] C binding
P31334 54S ribosomal protein L9, 8531 MRPLY; cell organization and mitochondrion;ribosome structural molecule 0.501 0.719 1.44
mitochondrial [0S=Saccharomyces 35 YGR22 biogenesis;metabolic process activity
cerevisiae S288c] 0C
P40215 External NADH-ubiquinone 8551 NDE1; metabolic process mitochondrion catalytic 5.078 7.297 1.44
oxidoreductase 1, mitochondrial 76 YMR14 activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] 5C binding
P30902 ATP synthase subunit d, 8538 ATP7; metabolic process;transport membrane;mitochondrion catalytic 6.197 9 1.45
mitochondrial [0S=Saccharomyces 53 YKLO16 activity;transporter
cerevisiae S288c] C activity
P00175 Cytochrome b2, mitochondrial 8549 CYB2; metabolic process;transport cytosol;membrane;mitochondrion;nucle catalytic 0.679 0.995 1.47
[OS=Saccharomyces cerevisiae S288c] 50 YMLOS us activity;metal ion
ac binding;nucleotide
binding
Q12428 Probable 2-methylcitrate 8561 PDH1; metabolic process cytoplasm;membrane;mitochondrion catalytic activity 12.33 18.11 1.47
dehydratase [0S=Saccharomyces 08 YPRO02 5
cerevisiae $288c] W
P32335 Protein MSS51, mitochondrial 8509 MSS51; metabolic process;regulation of membrane;mitochondrion protein 1.154 1.712 1.48
[OS=Saccharomyces cerevisiae S288c] 00 YLR203 biological process binding;translation
C regulator activity
P23641 mitochondrial phosphate carrier 8535 MIR1; metabolic process;transport membrane;mitochondrion protein 20.54 30.62 1.49
protein [0S=Saccharomyces 40 YJIRO77 binding;structural 4 3
cerevisiae $S288c] C molecule
activity;transporter
activity
P25719 Peptidyl-prolyl cis-trans isomerase C, 8548 CPR3; cell death;metabolic process mitochondrion;organelle lumen catalytic activity 2.415 3.642 1.51
mitochondrial [0S=Saccharomyces 97 YMLO7
cerevisiae S288c] 8W
P00447 Superoxide dismutase [Mn], 8563 SOD2; metabolic process;response to mitochondrion;organelle lumen antioxidant 3.924 6.017 1.53
mitochondrial [0S=Saccharomyces 99 YHROO stimulus activity;catalytic
cerevisiae $288c] 8C activity;metal ion
binding
P04037 cytochrome c oxidase subunit 4, 8526 COX4; cell organization and membrane;mitochondrion catalytic 27.48 42.28 1.54
mitochondrial [0S=Saccharomyces 88 YGL187 biogenesis;metabolic activity;metal ion 8
cerevisiae 5288c] C process;transport binding;transporter
activity
Q07500 External NADH-ubiquinone 8514 NDE2; metabolic process mitochondrion catalytic 6.356 9.798 1.54
oxidoreductase 2, mitochondrial 74 YDLO85 activity;nucleotide
[0S=Saccharomyces cerevisiae $288c] W binding
P36531 54S ribosomal protein L36, 8524 MRPL3 cell organization and mitochondrion;ribosome structural molecule 1.154 1.783 1.55
mitochondrial [0S=Saccharomyces 19 6; biogenesis;metabolic process activity
cerevisiae 5288c] YBR122
C
P08417 fumarate hydratase, mitochondrial 8558 FUM1; cell organization and cytoplasm;cytosol;mitochondrion;organe catalytic activity 8.237 12.73 1.55
[OS=Saccharomyces cerevisiae $288c] 66 YPL262 biogenesis;metabolic process lle lumen 8
w
Q06678 54S ribosomal protein L35, 8519 MRPL3 cell organization and mitochondrion;ribosome structural molecule 1.219 1.894 1.55
mitochondrial [0S=Saccharomyces 21 5; biogenesis;metabolic process activity
cerevisiae $288c] YDR32
2W
Q12466 tricalbin-1 [OS=Saccharomyces 8542 TCB1; cell organization and endoplasmic metal ion 0.52 0.81 1.56
cerevisiae $288c] 53 YOR08 biogenesis;regulation of reticulum;membrane;mitochondrion binding;protein
6C biological process binding
P40051 Intermediate cleaving peptidase 55 8568 ICP55; metabolic process;regulation of membrane;mitochondrion;nucleus catalytic 0.16 0.25 1.56
[0S=Saccharomyces cerevisiae $288c] 11 YERO78 biological process activity;metal ion
C binding
P43616 Cys-Gly metallodipeptidase dugl 8506 DUGL; metabolic process cytoplasm;mitochondrion;ribosome catalytic 0.848 1.326 1.56
[OS=Saccharomyces cerevisiae S288c] 05 YFRO44 activity;metal ion
C binding
P29704 squalene synthase 8565 ERG9; metabolic process endoplasmic catalytic activity 0.222 0.35 1.58
[0S=Saccharomyces cerevisiae $288c] 97 YHR19 reticulum;membrane;mitochondrion
ow
Q06485 Autophagy-related protein 33 8510 ATG33; cell communication;metabolic membrane;mitochondrion 1371 2.162 1.58
[0S=Saccharomyces cerevisiae $288c] 70 YLR356 process;response to stimulus
W
P50088 Stationary phase gene 1 protein 8531 SPG1; endoplasmic 157.4 250.1 1.59
[OS=Saccharomyces cerevisiae S288c] 51 YGR23 reticulum;membrane;mitochondrion 89 89
6C
P47045 mitochondrial import inner 8533 TIM54; cell organization and cytosol;membrane;mitochondrion transporter activity 0.655 1.054 1.61
membrane translocase subunit 92 YJLO54 biogenesis;transport
TIM54 [OS=Saccharomyces cerevisiae W

126




$288c]

P40047 Aldehyde dehydrogenase 5, 8568 ALDS; metabolic process mitochondrion;organelle lumen catalytic activity 1.955 3.146 1.61
mitochondrial [0S=Saccharomyces 04 YERO73
cerevisiae $288c] W
P54783 D-arabinono-1,4-lactone oxidase 8548 ALOZ; metabolic process;response to membrane;mitochondrion catalytic 3.299 5.31 1.61
[0S=Saccharomyces cerevisiae $288c] 88 YMLO8 stimulus activity;nucleotide
6C binding
P38884 Altered inheritance of mitochondria 8566 AIM18; mitochondrion catalytic activity 0.311 0.501 1.61
protein 18, mitochondrial 05 YHR19
[0S=Saccharomyces cerevisiae $288c] 8C
P40341 Mitochondrial respiratory chain 8551 YTA12; cell organization and cytoplasm;membrane;mitochondrion catalytic 1.184 1.913 1.62
complexes assembly protein YTA12 14 YMRO08 biogenesis;metabolic activity;metal ion
[0S=Saccharomyces cerevisiae $288c] 9C process;response to binding;nucleotide
stimulus;transport binding;protein
binding
P41735 5-demethoxyubiquinone hydroxylase, 8542 CATS; metabolic process membrane;mitochondrion catalytic 0.334 0.54 1.62
mitochondrial [0S=Saccharomyces 92 YOR12 activity;metal ion
cerevisiae 5288c] 5C binding
P07246 Alcohol dehydrogenase 3, 8551 ADH3; metabolic process mitochondrion;organelle lumen catalytic 7.031 11.45 1.63
mitochondrial [0S=Saccharomyces 07 YMRO08 activity;metal ion 2
cerevisiae $288c] 3W binding
P16622 Ferrochelatase, mitochondrial 8543 HEM15 metabolic process membrane;mitochondrion catalytic activity 4.337 7.111 1.64
[0S=Saccharomyces cerevisiae $288c] 47 ;
YOR17
6W
P00925 Enolase 2 [OS=Saccharomyces 8565 ENO2; metabolic process;regulation of cytoplasm;cytosol;membrane;mitochond catalytic 1.395 2.29 1.64
cerevisiae 5288c] 79 YHR17 biological process rion;vacuole activity;metal ion
A binding;protein
binding
P32454 Aminopeptidase 2, mitochondrial 8536 APE2; metabolic process cytoplasm;extracellular;membrane;mitoc catalytic 1.209 1.988 1.64
[0S=Saccharomyces cerevisiae $288c] 99 YKL157 hondrion;nucleus activity;metal ion
W binding
Q03201 37S ribosomal protein S10, 8516 RSM10 cell organization and mitochondrion;ribosome structural molecule 0.425 0.701 1.65
mitochondrial [0S=Saccharomyces 11 B biogenesis;metabolic process activity
cerevisiae $288c] YDRO4
1w
P40515 Mitochondria fission 1 protein 8547 FIS1; cell death;cell organization and membrane;mitochondrion protein binding 0.468 0.778 1.66
[0S=Saccharomyces cerevisiae $288c] 45 YILO65 biogenesis;regulation of
C biological process
P39522 Dihydroxy-acid dehydratase, 8534 ILV3; metabolic process mitochondrion catalytic 16.47 27.48 1.67
mitochondrial [0S=Saccharomyces 73 YJRO16 activity;metal ion 5
cerevisiae 5288c] C binding
Q08822 Probable electron transfer 8545 CIR2; metabolic process;transport membrane;mitochondrion catalytic 2.162 3.642 1.68
flavoprotein-ubiquinone 38 YOR35 activity;metal ion
oxidoreductase, mitochondrial 6W binding;nucleotide
[0S=Saccharomyces cerevisiae $288c] binding
P40530 [Pyruvate dehydrogenase (acetyl- 8547 PKP1; metabolic process mitochondrion;organelle lumen catalytic 0.551 0.931 1.69
transferring)] kinase 1, mitochondrial 69 YILO42 activity;nucleotide
[OS=Saccharomyces cerevisiae $288c] C binding;protein
binding
Q02486 ARS-binding factor 2, mitochondrial 8550 ABF2; cell organization and chromosome;mitochondrion;nucleus DNA binding 69.17 118.3 1.71
[OS=Saccharomyces cerevisiae S288c] 94 YMRO7 biogenesis;metabolic 78
2W process;regulation of biological
process
Q12374 Nuclear control of ATPase protein 2 8562 NCA2; metabolic process membrane;mitochondrion 0.668 1.154 1.73
[OS=Saccharomyces cerevisiae $288c] 78 YPR155
C
P49095 Glycine dehydrogenase 8552 GCV2; metabolic process cytosol;mitochondrion catalytic activity 1.575 2.728 1.73
(Decarboxylating), mitochondrial 27 YMR18
[0S=Saccharomyces cerevisiae $288c] IW
P07275 Delta-1-pyrroline-5-carboxylate 8564 PUT2; metabolic process membrane;mitochondrion;organelle catalytic activity 5.579 9.723 1.74
dehydrogenase, mitochondrial 32 YHRO3 lumen
[OS=Saccharomyces cerevisiae S288c] 7W
P39515 mitochondrial import inner 8532 TIM17; cell organization and membrane;mitochondrion protein 0.778 1.371 1.76
membrane translocase subunit Tim17 98 YJL143 biogenesis;transport binding;transporter
[0S=Saccharomyces cerevisiae $288c] W activity
P16451 Pyruvate dehydrogenase complex 8531 PDX1; metabolic process mitochondrion;organelle lumen catalytic 23 4.055 1.76
protein X component, mitochondrial 07 YGR19 activity;structural
[OS=Saccharomyces cerevisiae S288c] 3C molecule activity
Q12289 mitochondrial carnitine carrier 8542 CRC1; metabolic process;transport membrane;mitochondrion structural molecule 0.931 1.683 1.81
[0S=Saccharomyces cerevisiae $288c] 67 YOR10 activity;transporter
0C activity
Q12480 Probable electron transfer 8561 AIM45; metabolic process;transport mitochondrion;organelle lumen catalytic 2.548 4.623 1.81
flavoprotein subunit alpha, 12 YPROO4 activity;nucleotide
mitochondrial [0S=Saccharomyces C binding
cerevisiae $288c]
P37292 Serine hydroxymethyltransferase, 8525 SHM1; metabolic process mitochondrion catalytic activity 7.697 14.19 1.84
mitochondrial [0S=Saccharomyces 65 YBR263 9
cerevisiae 5288c] W
Q04013 Citrate/oxoglutarate carrier protein 8552 YHM2; cell organization and membrane;mitochondrion DNA 2.162 4.012 1.86
[0S=Saccharomyces cerevisiae $288c] 82 YMR24 biogenesis;metabolic binding;structural
1w process;transport molecule
activity;transporter
activity
Q03976 37S ribosomal protein 524, 8517 RSM24 cell organization and mitochondrion;ribosome structural molecule 0.585 1.089 1.86
mitochondrial [0S=Saccharomyces 55 ; biogenesis;metabolic process activity
cerevisiae $288c] YDR17
5C
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P05626 ATP synthase subunit 4, 8560 ATP4; cell organization and membrane;mitochondrion catalytic 3.084 5.813 1.88
mitochondrial [0S=Saccharomyces 27 YPLO78 biogenesis;metabolic activity;transporter
cerevisiae $288c] C process;transport activity

Q06089 Uncharacterized mitochondrial outer 8562 YPR0O98 membrane;mitochondrion 4.623 9 1.95
membrane protein YPRO98C 13 C;

[0S=Saccharomyces cerevisiae $288c] YPR0O98
C

P25087 Sterol 24-C-methyltransferase 8550 ERG6; metabolic process endoplasmic catalytic activity 1.424 2.775 1.95
[0S=Saccharomyces cerevisiae $288c] 03 YMLOO reticulum;membrane;mitochondrion

8C

P32473 Pyruvate dehydrogenase E1 8525 PDB1; metabolic process mitochondrion;organelle lumen catalytic activity 6.848 13.38 1.95
component subunit beta, 22 YBR221 4
mitochondrial [0S=Saccharomyces C
cerevisiae $288c]

Q00711 Succinate dehydrogenase 8537 SDH1; metabolic process;transport membrane;mitochondrion catalytic 8.454 16.53 1.96
[ubiquinone] flavoprotein subunit, 09 YKL148 activity;nucleotide 5
mitochondrial [0S=Saccharomyces C binding;protein
cerevisiae 5288c] binding

P07213 Mitochondrial import receptor 8556 TOM70 cell organization and membrane;mitochondrion protein 2.665 5.236 1.96
subunit TOM70 [OS=Saccharomyces 02 B biogenesis;transport binding;transporter
cerevisiae 5288c] YNL121 activity

C

P23644 Mitochondrial import receptor 8552 TOM40 transport cytosol;membrane;mitochondrion protein 0.896 1.783 1.99
subunit TOM40 [0S=Saccharomyces 43 B binding;transporter
cerevisiae $288c] YMR20 activity

3W

P07342 Acetolactate synthase catalytic 8551 ILV2; metabolic process mitochondrion catalytic 4.223 8.427 2.00
subunit, mitochondrial 35 YMR10 activity;metal ion
[OS=Saccharomyces cerevisiae S288c] 8w binding;nucleotide

binding

Q02950 37S ribosomal protein MRP51, 8559 MRP51 cell organization and mitochondrion;ribosome structural molecule 0.668 1.346 2.01
mitochondrial [0S=Saccharomyces 85 ; biogenesis;metabolic process activity
cerevisiae $288c] YPL118

W

P38910 10 kDa heat shock protein, 8541 HSP10; cell organization and cytoplasm;mitochondrion;organelle metal ion 3.217 6.499 2.02
mitochondrial [0S=Saccharomyces 85 YORO02 biogenesis;metabolic lumen binding;nucleotide
cerevisiae $288c] ocC process;response to binding;protein

stimulus;transport binding

P48526 Isoleucine--tRNA ligase, 8560 ISM1; cell organization and cytoplasm;cytosol;mitochondrion;organe catalytic 0.04 0.081 2.03
mitochondrial [0S=Saccharomyces 67 YPLO40 biogenesis;metabolic lle lumen activity;nucleotide
cerevisiae 5288c] C process;regulation of biological binding

process

P21954 Isocitrate dehydrogenase [NADP], 8514 IDP1; metabolic process mitochondrion catalytic 33.14 67.12 2.03
mitochondrial [0S=Saccharomyces 93 YDLO66 activity;metal ion 5 9
cerevisiae $288c] w binding;nucleotide

binding;protein
binding

P32445 Single-stranded DNA-binding protein 8503 RIM1; cell organization and mitochondrion DNA binding 1.783 3.642 2.04
RIM1, mitochondrial 95 YCR028 biogenesis;metabolic
[OS=Saccharomyces cerevisiae S288c] C-A process;regulation of biological

process

Q00402 Nuclear migration protein NUM1 8517 NUMZ1; cell organization and endoplasmic reticulum;mitochondrion catalytic 0.065 0.134 2.06
[OS=Saccharomyces cerevisiae S288c] 27 YDR15 biogenesis;cellular component activity;motor

ow movement;metabolic activity;protein
process;regulation of biological binding
process;transport

P10507 mitochondrial-processing peptidase 8508 MAS1; metabolic process;transport mitochondrion;organelle lumen catalytic 0.778 1.61 2.07
subunit beta [0S=Saccharomyces 60 YLR163 activity;metal ion
cerevisiae $S288c] C binding;protein

binding

P43603 LAS seventeen-binding protein 3 8505 LSB3; cell organization and cytoplasm;mitochondrion protein binding 0.089 0.186 2.09

[0S=Saccharomyces cerevisiae $288c] 80 YFR024 biogenesis;regulation of
C-A biological process

Q08179 Mitochondrial distribution and 8541 MDM3 cell organization and membrane;mitochondrion 3.732 7.913 2.12
morphology protein 38 30 8; biogenesis;cellular
[OS=Saccharomyces cerevisiae $288c] YOL027 homeostasis;regulation of

C biological process;transport

P39965 probable proline--tRNA ligase, 8568 AIM10; metabolic process cytoplasm;mitochondrion catalytic 0.125 0.266 2.13
mitochondrial [0S=Saccharomyces 20 YER087 activity;nucleotide
cerevisiae $288c] w binding;RNA

binding

P21771 37S ribosomal protein $28, 8519 MRPS2 cell organization and mitochondrion;ribosome RNA 0.624 1.336 2.14
mitochondrial [0S=Saccharomyces 37 8; biogenesis;metabolic process binding;structural
cerevisiae $288c] YDR33 molecule activity

W

P28241 Isocitrate dehydrogenase [NAD] 8543 IDH2; metabolic process mitochondrion;organelle lumen catalytic 4.179 9 2.15
subunit 2, mitocho